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57 ABSTRACT

A method for the rational design and preparation of vaccines
based on HIV envelope polypeptides 1s described. In one
embodiment, the method for making an HIV gp120 subunit
vaccine for a geographic region comprises determining
neutralizing epitopes 1 the V2 and/or C4 domains of gp120
of HIV 1solates from the geographic region and selecting an
HIV strain having gp120 a neutralizing epitope 1n the V2 or
C4 domain which 1s common among isolates in the geo-
ographic region. In a preferred embodiment of the method,
neutralizing epitopes for the V2, V3, and C4 domains of
opl20 are determined. At least two HIV 1solates having
different neutralizing epitopes in the V2, V3, or C4 domain
are selected and used to make the vaccine. The invention
also provides a multivalent HIV gp120 subunit vaccine.
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1
HIV ENVELOPE POLYPEPTIDES

CROSS-REFERENCE TO RELATED
APPLICATTONS

This application 1s a divisional of application Ser. No.
08/448,603, filed Oct. 10, 1998, now U.S. Pat. No. 5,864,
027, which 1s a 35 U.S.C. 371 of PCT/US94/06036, filed

Jun. 7, 1994, which 1s a continuation-in-part of application
Ser. No. 08/072,833, filed Jun. 7, 1993, now abandoned.

FIELD OF THE INVENTION

This 1invention relates to the rational design and prepara-
tion of HIV vaccines based on HIV envelope polypeptides
and the resultant vaccines. This invention further relates to
improved methods for HIV serotyping and immunogens
which imnduce anftibodies useful 1n the serotyping methods.

BACKGROUND OF THE INVENTION

Acquired immunodeficiency syndrome (AIDS) is caused
by a retrovirus identified as the human immunodeficiency
virus (HIV). There has been intense effort to develop a
vaccine. These efforts have focused on inducing antibodies
to the HIV envelope protein. Recent efforts have used
subunit vaccines where an HIV protein, rather than attenu-
ated or killed virus, 1s used as the immunogen 1n the vaccine
for safety reasons. Subunit vaccines generally include
opl120, the portion of the HIV envelope protein which 1s on
the surface of the virus.

The HIV envelope protein has been extensively
described, and the amino acid and RNA sequences encoding
HIV envelope from a number of HIV strains are known
(Myers, G. et al., 1992. Human Retroviruses and AIDS. A
compilation and analysis of nucleic acid and amino acid
sequences. Los Alamos National Laboratory, Los Alamos,
N. Mex.). The HIV envelope protein is a glycoprotein of
about 160 kd (gp160) which is anchored in the membrane
bilayer at 1ts carboxyl terminal region. The N-terminal
secgment, gpl20, protrudes into the aqueous environment
surrounding the virion and the C-terminal segment, gp4l,
spans the membrane. Via a host-cell mediated process,
opl160 1s cleaved to form gpl120 and the integral membrane
protein gp41. As there 1s no covalent attachment between
opl20 and gp41, free gpl20 1s released from the surface of
virions and infected cells.

The gpl120 molecule consists of a polypeptide core of
60,000 daltons which 1s extensively modified by N-linked
glycosylation to increase the apparent molecular weight of
the molecule to 120,000 daltons. The amino acid sequence
of gp120 contains five relatively conserved domains inter-
spersed with five hypervariable domains. The positions of
the 18 cysteine residues 1n the gp120 primary sequence, and
the positions of 13 of the approximately 24 N-linked gly-
cosylation sites 1n the gpl20 sequence are common to all
op120 sequences. The hypervariable domains contain exten-
sive amino acild substitutions, 1nsertions and deletions.
Sequence variations 1n these domains result in up to 30%
overall sequence variability between gp120 molecules from
the various viral 1solates. Despite this variation, all gpl120
sequences preserve the virus’s ability to bind to the viral

receptor CD4 and to interact with gp41 to induce fusion of
the viral and host cell membranes.

Gpl120 has been the object of intensive investigation as a
vaccine candidate for subunit vaccines, as the viral protein
which 1s most likely to be accessible to immune attack.
Gpl120 1s considered to be a good candidate for a subunit
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vaccine, because (1) gp120 1s known to possess the CD4
binding domain by which HIV attaches to its target cells, (ii)
HIV infectivity can be neutralized in vitro by antibodies to
gp 120, (i11) the majority of the in vitro neutralizing activity
present 1n the serum of HIV infected individuals can be
removed with a gp120 affinity column, and (iv) the gp120/
op41 complex appears to be essential for the transmission of

HIV by cell-to-cell fusion.

The 1dentification of epitopes recognized by virus neu-
tralizing antibodies is critical for the rational design of
vaccines cffective against HIV-1 infection. One way 1n
which antibodies would be expected to neutralize HIV-1
infection 1s by blocking the binding of the HIV-1 envelope
oglycoprotein, gpl20, to 1ts cellular receptor, CD4. However,
it has been surprising that the CD4 blocking activity, readily
demonstrated in sera from HIV-1 infected individuals (31,
44) and animals immunized with recombinant envelope
glycoproteins (1-3), has not always correlated with neutral-
izing activity (2, 31, 44). Results obtained with monoclonal
antibodies have shown that while some of the monoclonal
antibodies that block the binding of gp120 to CD4 possess
neutralizing activity, others do not (4, 7, 16, 26, 33, 35, 43,
45). When the neutralizing activity of CD4 blocking mono-
clonal antibodies are compared to those directed to the
principal neutralizing determinant (PND) located in the third
variable domain (V3 domain) of gp120 (10, 39), the CD4
blocking antibodies appear to be significantly less potent.
Thus, CD4 blocking monoclonal antibodies typically exhibait
50% inhibitory concentration values (IC.,) in the 1-10
ug/ml range (4, 16, 26, 33, 35, 43, 45) whereas PND directed
monoclonal antibodies typically exhibit IC., values 1n the
0.1 to 1.0 ug/ml range (23, 33, 42).

Subunit vaccines, based on gpl120 or another viral protein,
that can effectively induce antibodies that neutralize HIV are
still being sought. However, to date no vaccine has not been
cffective 1n conferring protection against HIV infection.

DESCRIPTION OF THE BACKGROUND ART

Recombinant subunit vaccines are described in Berman et
al., PCT/US91/02250 (published as number WQO91/15238

on Oct. 17, 1991). See also, e.g. Hu et al., Nature
328:721-724 (1987) (vaccinia virus-HIV envelope recom-
binant vaccine); Arthur et al., J. Virol. 63(12): 5046-5053
(1989) (purified gp120); and Berman et al., Proc. Natl. Acad.
Sci. USA 85:5200-5204 (1988) (recombinant envelope gly-
coprotein gpl120).

Numerous sequences for gp120 are known. The sequence
of gpl120 from the IIIB substrain of HIV-1, ,, referred to
herein 1s that determined by Muesing et al., “Nucleic acid
structure and expression of the human AIDS/
lymphadenopathy retrovirus, Nature 313:450—458 (1985).
The sequences of gpl120 from the NY-5, Jrest, 26, Z321, and
HXB?2 strains of HIV-1 are listed by Myers et al., “Human
Retroviruses and AIDS; A compilation and analysis of
nucleic acid and amino acid sequences,” Los Alamos
National Laboratory, Los Alamos, N. Mex. (1992). The
sequence of the Thai isolate A244 1s provided by McCutchan
et al., “Genetic Variants of HIV-1 1n Thailand,” AIDS Res.
and Human Retroviruses 8:1887—1895 (1992). The MN, ..,
clone 1s described by Gurgo et al., “Envelope sequences of
two new United States HIV-1 1solates,” Virol. 164: 531-536
(1988). The amino acid sequence of this MN clone differs by
approximately 2% from the MN-gp120 clone (MNgaaz)
disclosed herein and obtained by Berman et al.

Each of the above-described references 1s incorporated
herein by reference 1n 1ts enfirety.
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3
SUMMARY OF THE INVENTION

The present mnvention provides a method for the rational
design and preparation of vaccines based on HIV envelope
polypeptides. This invention 1s based on the discovery that
there are neutralizing epitopes 1n the V2 and C4 domains of
opl20, in addition to the neutralizing epitopes 1n the V3
domain. In addition, the amount of variation of the neutral-
1zing epitopes 1s highly constrained, facilitating the design
of an HIV subunit vaccine that can induce antibodies that
neutralize a plurality of HIV strains for a given geographic
region.

In one embodiment, the present invention provides a
method for making an HIV gpl20 subunit vaccine for a
geographic region 1n which a neutralizing epitope 1n the V2
and/or C4 domains of gpl20 of HIV isolates from the
geographic region 1s determined and an HIV strain having
opl20 which has a neutralizing epitope 1n the V2 or C4
domain which 1s common among 1solates in the geographic
region 1s selected and used to make the vaccine.

In a preferred embodiment of the method, neutralizing
epitopes for the V2, V3, and C4 domains of gp120 from HIV
1solates from the geographic region are determined. At least
two HIV 1solates having different neutralizing epitopes in
the V2, V3, or C4 domain are selected and used to make the
HIV gp120 subunit vaccine. Preferably, each of the selected

1solates have one of the most common neutralizing epitopes
for the V2, V3, or C4 domains.

The mvention also provides a multivalent HIV gpl120
subunit vaccine. The vaccine comprises gpl20 from two
1solates of HIV having at least one different neutralizing
epitope. Preferably, the isolates have the most common
neutralizing epitopes 1n the geographic region for one of the
domains.

A DNA sequence of less than 5 kilobases encoding gp120
from preferred vaccine strains of HIV, GNE, and GNE,,,
expression construct comprising the GNE;-gp120 and
GNE, .-ep120 encoding DNA under the transcriptional and
translational control of a heterologous promoter, and 1so-
lated GNE4-gp120 and GNE, .-gp120 are also provided. The
invention further provides improved methods for HIV sero-
typing 1n which epitopes in the V2 or C4 domains of gp120
are determined and provides immunogens (truncated gp120
sequences) which induce antibodies useful in the serotyping
methods.

BRIEF DESCRIPTION OF THE DRAWINGS

FIG. 1 describes inhibition of CD4 binding by mono-
clonal antibodies to recombinantly produced gp120 from the
MN strain of HIV (MN-rgp120). Mice were immunized with
MN-rgpl120 and the resulting splenocytes were fused with
the NP3X63.Ag8.653 cell line as described 1n Example 1.
Thirty-five stable hybridoma clones, reactive with
MN-rgp120 were 1dentified by ELISA. Secondary screening
revealed seven cell lines (1024, 1093, 1096, 1097, 1110,
1112, and 1027) secreting antibodies able to inhibit the
binding of MN-rgpl120 to biotin labeled recombinantly
produced CD4 (rsCD4) in a ELISA using HRPO-
strepavadin. Data obtained with monoclonal antibodies from
the same fusion (1026, 1092, 1126) that failed to inhibit
MN-rgpl120 binding to CD4 i1s shown for purposes of
comparison.

FIG. 2 shows neutralizing activity of CD4-blocking

monoclonal antibodies to MN-rgp120. Monoclonal antibod-
ies that blocked the binding of MN-rgpl120 to CD4 were
screened for the capacity to inhibit the infection of MT2
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cells by the MN strain of HIV-1 1n vitro. Cell free virus was
added to wells containing serially diluted antibodies and
incubated at 4° C. for 1 hr. After incubation, MT-2 cells were
added to the wells and the cultures were then grown for 5
days at 37° C. Cell viability was then measured by addition
of the colorimetric tetrazolium compound MTT as described
in reference (35) of Example 1. The optical densities of each
well were measured at 540 nm using a microtiter plate
reading spectrophotometer. Inhibition of virus infectivity
was calculated by dividing the mean optical densities from
wells containing monoclonal antibodies by the mean value
of wells that received virus alone. Monoclonal antibodies
that blocked CD4 binding are the same as those 1ndicated 1n
Figure Legend 1. Data from the V3-directed monoclonal
antibody to MN-rgp120 (1034) is provided as a positive
control. Data obtained with the V3 directed monoclonal
antibody, 11GS5, specific for the IIIB strain of HIV-1 (33) is

shown as a negative control.

FIGS. 3A-3B are a diagram of gp120 fragments used to
localize the epitopes recognized by the CD4 blocking mono-
clonal antibodies to MN-rgp120. A series of fragments (A)
corresponding to the V4 and C4 domains (B) (SEQ. ID. NO.
14) of the gene encoding MN-rgpl120 were prepared by
PCR. The gp120 gene fragments were fused to a fragment of
the gene encoding Herpes Simplex Virus Type 1 glycopro-
tein D that encoded the signal sequence and 25 amino acids
from the mature amino terminus. The chimeric genes were
assembled into a mammalian cell expression vector (PRKS)
that provided a CMYV promoter, translational stop codons
and an SV40 polyadenylation site. The embryonic human
kidney adenocarcinoma cell line, 293s, was transfected with
the resulting plasmid and recombinant proteins were recov-
ered from growth conditioned cell culture medium.

Fragments of MN-rgp120, expressed as HSV-1 Gd fusion

proteins, were produced by transient transfection of 293s
cells (Example 1). To verify expression, cells were meta-
bolically labeled with [?>S]-methionine, and the resulting
orowth conditioned cell culture supernatants were 1mmuno-
precipitated (¢) using a monoclonal antibody, 5B6, specific
for the amino terminus of HSV-1 Gd and fixed S. aureus.
The immunoprecipitated proteins were resolved on 4 to 20%
acrylamide gradient gels using SDS-PAGE and visualized

by autoradiography. The samples were: Lane 1,
FMN.368-408; lane 2, FMN.368-451; lane 3,

FMN.419-443; lane 4, FMN.414-451; lane 5, MN-rgp120.
The gel demonstrated that the proteins were expressed and
migrated at the expected molecular weights.

FIG. 4 shows a C4 domain sequence comparison (SEQ.
ID. Nos. 3—13). The C4 domain amino acid sequences of
recombinant and virus derived gp120s used for monoclonal
antibody binding studies were aligned starting the amino
terminal cysteine. Amino acid positions are designated with
respect to the sequence of MN-rgpl20. Sequences of the
LAI substrains, IIIB, BH10, Bru, HXB2, and HXB3 are

shown for purposes of comparison.

FIG. 5 shows sequences of C4 domain mutants of
MN-rgp120 (SEQ. ID. Nos. 3 and 15-23). Nucleotide
substitutions, resulting 1n the amino acid sequences
indicated, were 1ntroduced into the C4 domain of
MN-rgpl120 gene using recombinant PCR. The resulting
variants were assembled 1nto the expression plasmid, pRKS5,
which was then transfected into 293s cells. The binding of

monoclonal antibodies to the resulting C4 domain variants
was then analyzed (Table 5) by ELISA.

FIG. 6 1illustrates the reactivity of monoclonal antibody
1024 with HIV-1, ,, substrains. The cell surface binding of
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the C4 domain reactive monoclonal antibody 1024 to H9
cells chronically infected with the IIIB, HXB2, HXB3, and

HXB10 substrains of HIV-1 LAI or HIV-1MN was analyzed
by flow cytometry. Cultures of virus infected cells were
reacted with either monoclonal antibody 1024, a nonrelevant
monoclonal antibody (control), or a broadly cross reactive
monoclonal antibody (1026) raised against rgp120. After
washing away unbound monoclonal antibody, the cells were
then labeled with fluorescein conjugated goat antibody to
mouse IgG (Fab'),, washed and fixed with paraformalde-
hyde. The resulting cells were analyzed for degree of
fluorescence intensity using a FACSCAN (Becton
Dickenson, Fullerton, Calif.). Fluorescence was measured as
mean 1ntensity of the cells expressed as mean channel
number plotted on a log scale.

FIGS. 7A-7D show the determination of the binding
affinity of monoclonal antibodies for MN-regp120. CD4
blocking monoclonal antibodies raised against MN-rgp120
(1024 and 1097) or IIIB-rgp120 (13H8 and 5C2) were
labeled with ['*°I] and binding titrations using MN-rgp120
(A and B) or IIIB-rgp120 (C and D) were carried out as
described 1n the Example 1. A, binding of monoclonal
antibody 1024; B binding of monoclonal antibody 1097; C,
binding of monoclonal antibody 13HS; and D binding of
monoclonal antibody 5C2.

FIG. 8 shows the correlation between gpl20 binding
affinity (K )) and neutralizing activity (IC50) of monoclonal
antibodies to the C4 domain of MN-rgp120. Binding affini-
fies of monoclonal antibodies to the C4 domain of gpl20
were determined by Scatchard analysis (FIG. 9, Table 5).
The resulting values were plotted as a function of the log of
their neutralizing activities (IC;,) determined in FIG. 2 and

Table 6.

FIG. 9 depicts the amino acid sequence of the mature
envelope glycoprotein (gp120) from the MN .. clone of the
MN strain of HIV-1 (SEQ. ID. NO. 1). Hypervariable
domains are from 1-29 (signal sequence), 131-156,
166-200, 305-332, 399-413, and 460-469. The V and C
regions are indicated (according to Modrow et al., J. Virol-
ogy 61(2):570 (1987). Potential glycosylation sites are
marked with a (*).

FIG. 10 depicts the amino acid sequence of a fusion
protein of the residues 41-511 of the mature envelope
glycoprotein (gp120) from the MNgyz clone of the MN
strain of HIV-1, and the g¢D-1 amino terminus from the
herpes simplex glycoprotein gD-1. (SEQ. ID. NO. 2). The V
and C regions are indicated (according to Modrow et al., J.
Virology 61(2):570 (1987). Potential glycosylation sites are
marked with a (*).

DETAILED DESCRIPTION OF THE
INVENTION

The present mnvention provides a method for the rational
design and preparation of vaccines based on HIV envelope
polypeptides. This invention 1s based on the discovery that
there are neutralizing epitopes 1n the V2 and C4 domains of
opl20, in addition to the neutralizing epitopes 1n the V3
domain. Although the amino acid sequences of the neutral-
1zing epitopes 1 the V2, V3, and C4 domains are variable,
it has now been found that the amount of variation i1s highly
constrained. The limited amount of variation facilitates the
design of an HIV subunit vaccine that can induce antibodies
that neutralize the most common HIV strains for a given
geographic region. In particular, the amino acid sequence of
neutralizing epitopes 1n the V2, V3, and C4 domains for
isolates of a selected geographic region 1s determined.
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opl20 from 1solates having the most common neutralizing
epitope sequences are utilized in the vaccine.

The 1nvention also provides a multivalent gp120 subunit
vaccine wherein gp120 present 1n the vaccine 1s from at least
two HIV 1solates which have different amino acid sequences
for a neutralizing epitope 1n the V2, V3, or C4 domain of
opl20. The 1nvention further provides improved methods
for HIV serotyping in which epitopes 1in the V2 or C4
domains of gp120 are determined and provides immunogens
which mnduce antibodies useful 1n the serotyping methods.

The term “subunit vaccine” 1s used herein, as 1n the art, to
refer to a viral vaccine that does not contain virus, but rather
contains one or more viral proteins or fragments of viral
proteins. As used herein, the term “multivalent” means that
the vaccine contains gpl20 from at least two HIV 1solates
having different amino acid sequences for a neutralizing
epitope.

Vaccine Design Method

The vaccine design method of this invention 1s based on
the discovery that there are neutralizing epitopes 1n the V2
and C4 domains of gp120, in addition to those found 1n the
principal neutralizing domain (PND) in the V3 domain.
Selecting an HIV 1solate with appropriate neutralizing
epitopes 1n the V2 and/or C4 domains provides a vaccine
that 1s designed to mmduce immunity to the HIV isolates

present 1n a selected geographic region. In addition,
although the amino acid sequence of the V2, V3, and C4
domains containing the neutralizing epitopes 1s variable, the
amount of variation 1s highly constrained, facilitating the
design of a multivalent vaccine which can neutralize a
plurality of the most common HIV strains for a given
geographic region.

The method for making an HIV gpl120 subunit vaccine
depends on the use of appropriate strains of HIV for a
selected geographic region. Appropriate strains of HIV for
the region are selected by determining the neutralizing
epitopes for HIV 1solates and the percentage of HIV infec-
tions attributable to each strain present in the region. HIV
strains which have the most common neutralizing epitopes
in the V2 or C4 domains in the geographic region are
selected. Preferably, 1solates that confer protection against
the most common neutralizing epitopes 1n the V2, V3, and
C4 domains for a geographic region are selected.

One embodiment of the method for making an HIV gp120
subunit vaccine from appropriate strains of HIV for a
ogeographic region comprises the following steps. A neutral-
1zing epitope 1n the V2 or C4 domain of gpl20 of HIV
1solates from the geographic region 1s determined. An HIV
strain having gp120 with a neutralizing epitope 1n the V2 or
C4 domain that 1s common among HIV i1solates in the
cgeographic region 1s selected. gpl20 from the selected
1solate 1s used to make an HIV gpl120 subunit vaccine.

In another embodiment of the method, the neutralizing
epitopes 1n the V2, V3, and C4 domains of gp120 from HIV
1solates from the geographic region are determined. At least
two HIV 1solates having different neutralizing epitopes 1n
the V2, V3, or C4 domain are selected and used to make an
HIV ¢p120 subunit vaccine. Preferably, the vaccine contains
opl20 from at least the two or three HIV strains having the
most common neutralizing epitopes for the V2, V3, or C4
domains. More preferably, the vaccine contains gp120 from
suflicient strains so that at least about 50%, preferably about
70% , more preferably about 80% or more of the neutralizing
epitopes for the V2, V3, and C4 domains 1n the geographic
region are 1ncluded in the vaccine. The location of the
neutralizing epitopes 1n the V3 region are well known. The
location of the neutralizing epitopes 1 the V2 and C4
regions are described hereinafter.
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Each of the steps of the method are described 1n detail
below.

Determining Neutralizing Epitopes

The first step 1n designing a vaccine for a selected
geographic region 1s to determine the neutralizing epitopes
in the gpl20 V2 and/or C4 domains. In a preferred
embodiment, neutralizing epitopes in the V3 domain (the
principal neutralizing domain) are also determined. The
location of neutralizing epitopes 1n the V3 domain 1s well
known. Neutralizing epitopes 1n the V2 and C4 domains
have now been found to be located between about residues
163 and 200 and between about residues 420 and 440,
respectively. In addition, the critical residues for antibody
binding are residues 171, 173, 174, 177, 181, 183, 187, and
188 1n the V2 domain and residues 429 and 432 in the C4
domain, as described in detail in the Examples.

The neutralizing epitopes for any isolate can be deter-
mined by sequencing the region of gpl20 containing the
neutralizing epitope. Alternatively, when antibodies speciiic
for the neutralizing epitope, preferably monoclonal
antibodies, are available the neutralizing epitope can be
determined by serological methods as described hereinafter.
A method for identification of additional neutralizing
epitopes 1 gpl20 1s described hereinafter.

When discussing the amino acid sequences of various
1solates and stramns of HIV, the most common numbering
system refers to the location of amino acids within the gp120
protein using the initiator methionine residue as position 1.
The amino acid numbering reflects the mature HIV-1 gp120
amino acid sequence as shown by FIGS. 9 and FIG. 10
|SEQ. ID Nos. 1 and 2]. For gp120 sequences derived from
other HIV 1solates and which mclude their native HIV
N-terminal signal sequence, numbermg may differ.
Although the nucleotide and amino acid residue numbers
may not be applicable in other strains where upstream
deletions or 1nsertions change the length of the viral genome
and gpl20, the region encoding the portions of gpl20 1s
readily 1dentified by reference to the teachings herein. The
variable (V) domains and conserved (C) domains of gp120
are specified according to the nomenclature of Modrow et al.
“Computer-assisted analysis of envelope protein sequences
of seven human immunodeficiency virus 1solates: predic-
fions of antigenic epitopes 1n conserved and variable
regions,” J. Virol. 61:570-578 (1987).

The first step 1n 1dentifying the neutralizing epitopes for
any region of gpl20 1s to immunize an animal with gp120
to 1nduce anti-gpl20 antibodies. The antibodies can be
polyclonal or, preferably, monoclonal. Polyclonal antibodies
can be induced by administering to the host animal an
immunogenic composition comprising gpl20. Preparation
of 1mmunogenic compositions of a protein may vary
depending on the host animal and the protein and 1s well
known. For example, gpl120 or an antigenic portion thereof
can be conjugated to an 1mmunogenic substance such as
KLLH or BSA or provided in an adjuvant or the like. The
induced antibodies can be tested to determine whether the
composition 1s specific for gp120. If a polyclonal antibody
composition does not provide the desired specificity, the
antibodies can be fractionated by 1on exchange chromatog-
raphy and immunoatfinity methods using intact gpl120 or
various fragments of gpl20 to enhance specificity by a
variety of conventional methods. For example, the compo-
sition can be fractionated to reduce binding to other sub-
stances by contacting the composition with gp120 atfixed to
a solid substrate. Those antibodies which bind to the sub-
strate are retained. Fractionation techniques using an 1gens
athixed to a variety of solid substrates such as athinity
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chromatography materials including Sephadex, Sepharose
and the like are well known.

Monoclonal anti-gp120 antibodies can be produced by a
number of conventional methods. A mouse can be 1njected
with an 1mmunogenic composition containing gpl20 and
spleen cells obtained. Those spleen cells can be fused with
a fusion partner to prepare hybridomas. Antibodies secreted
by the hybridomas can be screened to select a hybridoma
wherein the antibodies neutralize HIV infectivity, as
described hereinafter. Hybridomas that produce antibodies
of the desired specificity are cultured by standard tech-
niques.

Infected human lymphocytes can be used to prepare
human hybridomas by a number of techniques such as
fusion with a murine fusion partner or transformation with
EBYV. In addition, combinatorial libraries of human or mouse
spleen can be expressed 1n E. coli to produce the antibodies.
Kits for preparing combinatorial libraries are commercially
available. Hybridoma preparation techniques and culture
methods are well known and constitute no part of the present
invention. Exemplary preparations of monoclonal antibod-
ies are described 1n the Examples.

Following preparation of anti-gpl20 monoclonal
antibodies, the antibodies are screened to determine those
antibodies which are neutralizing antibodies. Assays to
determine whether a monoclonal antibody neutralizes HIV
infectivity are well known and are described 1n the literature.
Briefly, dilutions of antibody and HIV stock are combined
and mcubated for a time sufficient for antibody binding to
the wvirus. Thereafter, cells that are susceptible to HIV
infection are combined with the virus/antibody mixture and
cultured. MT-2 cells or H9 cells are susceptible to infection
by most HIV strains that are adapted for growth in the
laboratory. Activated peripheral blood mononuclear cells
(PBMCs) or macrophages can be infected with primary
isolates (isolates from a patient specimens which have not
been cultured in T-cell lines or transformed cell lines). Daar
et al, Proc. Natl Acad. Sci. USA 87:6574-6578 (1990)
describe methods for infecting cells with primary 1solates.

After culturing the cells for about five days, the number
of viable cells 1s determined, as by measuring metabolic
conversion of the formazan MTT dye. The percentage of
inhibition of infectivity 1s calculated to determine those
antibodies that neutralize HIV. An exemplary preferred
procedure for determining HIV neutralization 1s described 1n
the Examples.

Those monoclonal antibodies which neutralize HIV are
used to map the epitopes to which the antibodies bind. To
determine the location of a gpl20 neutralizing epitope,
neutralizing antibodies are combined with fragments of
opl20 to determine the fragments to which the antibodies
bind. The gp120 fragments used to localize the neutralizing
epitopes are preferably made by recombinant DNA methods
as described hereinafter and exemplified 1n the Examples.
By using a plurality of fragments, each encompassing
different, overlapping portions of gpl20, an amino acid
sequence encompassing a neutralizing epitope to which a
neutralizing antibody binds can be determined. A preferred
exemplary determination of the neutralizing epitopes to
which a series of neutralizing antibodies binds 1s described
in detail in the Examples.

This use of overlapping fragments can narrow the location
of the epitope to a region of about 20 to 40 residues. To
coniirm the location of the epitope and narrow the location
to a region of about 5 to 10 residues, site-directed mutage-
nicity studies are preferably performed. Such studies can
also determine the critical residues for binding of neutral-
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1zing antibodies. A preferred exemplary site-directed
mutagenicity procedure 1s described 1n the Examples.

To perform site-directed mutagenicity studies, recombi-
nant PCR techniques can be utilized to mtroduce single
amino acid substitutions at selected sites mto gpl20 frag-
ments containing the neutralizing epitope. Briefly, overlap-
ping portions of the region containing the epitope are
amplified using primers that incorporate the desired nucle-
otide changes. The resultant PCR products are annealed and
amplified to generate the final product. The final product 1s
then expressed to produce a mutagenized gpl20 fragment.
Expression of DNA encoding gpl120 or a portion thereof 1s
described hereinafter and exemplified 1in the Examples.

In a preferred embodiment described 1n Example 1, the
opl20 fragments are expressed 1n mammalian cells that are
capable of expression of gpl120 fragments having the same
olycolsylation and disulfide bonds as native gpl120. The
presence of proper glycolsylation and disulfide bonds pro-
vides fragments that are more likely to preserve the neu-
tralizing epitopes than fragments that are expressed in F.
coli, for example, which lack disulfide bonds and glycosy-
lation or are chemically synthesized which lack glycolsyla-
tion and may lack disulfide bonds.

Those mutagenized gp120 fragments are then used 1n an
immunoassay using gpl20 as a control to determine the
mutations that impair or eliminate binding of the neutraliz-
ing antibodies. Those critical amino acid residues form part
of the neutralizing epitope that can only be altered 1n limited
ways without eliminating the epitope. Each alteration that
preserves the epitope can be determined. Such mutagenicity
studies demonstrate the variations i1n the amino acid
sequence of the neutralizing epitope that provide equivalent
or diminished binding by neutralizing antibodies or elimi-
nate antibody binding. Although the amino acid sequence of
opl120 used 1 the vaccine preferably i1s 1dentical to that of
a selected HIV 1solate for the given geographic region,
alterations 1n the amino acid sequence of neutralizing
epitope that are suitable for use 1in a vaccine can be deter-
mined by such studies.

Once a neutralizing epitope 1s localized to a region of ten
to twenty amino acids of gpl120, the amino acid sequence of
corresponding neutralizing epitopes of other HIV 1solates
can be determined by 1dentifying the corresponding portion
of the gpl120 amino acid sequence of the 1solate.

Once the neutralizing epitopes for a given region of gpl120
are determined, the amino acid sequence of HIV 1solates for
the geographic region are determined. The complete amino
acid sequence for numerous 1solates has been determined
and 1s available from numerous journal articles and 1n
databases. In such cases, determination of the amino acid
sequence of HIV 1solates for the geographic region involves
looking up the sequence 1n an appropriate database or
journal article. However, for some 1solates, the amino acid
sequence information does not include the sequence of the
V2 or C4 domains.

When the amino acid sequence of a region of interest for
a given 1solate 1s not known, the amino acid sequence can be
determined by well known methods. Methods for determin-
ing the amino acid sequence of a protein or peptide of
interest are well known and are described 1n numerous
references including Maniatis et al., Molecular Cloning—A
Laboratory Manual, Cold Spring Harbor Laboratory (1984).
In addition, automated instruments which sequence proteins
are commercially available.

Alternatively, the nucleotide sequence of DNA encoding
opl120 or a relevant portion of gp120 can be determined and
the amino acid sequence of gp120 can be deduced. Methods
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for amplitying gpl120-encoding DNA from HIV i1solates to
provide sufficient DNA for sequencing are well known. In
particular, Ou et al, Science 256:1165—-1171 (1992); Zhang
et al. AIDS 5:675-681 (1991); and Wolinsky Science
255:1134-1137 (1992) describe methods for amplifying
opl20 DNA. Sequencing of the amplified DNA 1s well
known and i1s described in Maniatis et al., Molecular
Cloning—A Laboratory Manual, Cold Spring Harbor Labo-
ratory (1984), and Horvath et al., An Automated DNA
Synthesizer Employing Deoxynucleoside
3'-Phosphoramidites, Methods 1n Enzymology 154:
313-326, (1987), for example. In addition, automated instru-
ments that sequence DNA are commercially available.

In a preferred embodiment, the 1solate 1s a patient 1solate
which has not been passaged 1n culture. It 1s known that
following passage 1n T-cells, HIV 1solates mutate and 1so-
lates best suited for growth under cell culture conditions are
selected. For example, cell culture strains of HIV develop
the ability to form syncytia. Therefore, preferably the amino
acid sequence of gp120 1s determined from a patient 1solate
prior to growth 1n culture. Generally, DNA from the 1solate
1s amplified to provide sufficient DNA for sequencing. The
deduced amino acid sequence 1s used as the amino acid
sequence of the 1solate, as described hereinbefore.

To determine the percentage each i1solate constitutes of
total HIV that infects individuals 1n the geographic region,
standard epidemiological methods are used. In particular,
sufficient 1solates are sequenced to ensure confidence that
the percentage of each 1solate 1n the geographic region has
been determined. For example, Ichimura et al, AIDS Res.
Hum. Retroviruses 10:263-269 (1994) describe an epide-
miological study 1n Thailand that determined that there are
two strains of HIV present in the region. HIV strains have
only recently been present in Thailand and Thailand, there-
fore has the most homogenous population of HIV i1solates
known to date. The study sequenced 23 1solates from various
parts of the country and determined that only two different
amino acid sequences were present 1n the 1solates.

In contrast, HIV has been infecting individuals 1n Africa
for the longest period of any geographic region. In Africa,
cach of the most common isolates probably constitutes about
5% of the population. In such cases, more i1solates would
neced to be sequenced to determine the percentage each
1solate constitutes of the population. Population studies for
determining the percentage of various strains of HIV, or
other viruses, present 1n a geographic region are well known
and are described i1n, for example, Ou et al, Lancet
341:1171-1174 (1993); Ou et al, AIDS Res. Hum. Retrovi-
ruses 8:1471-1472 (1992); and McCutchan et al., AIDS Res.
Hum. Retroviruses 8:1887-1895 (1992).

In the United States and western Europe, probably about
two to four different neutralizing epitopes 1n each of the V2,
V3, and C4 domains constitute 50 to 70% of the neutralizing
epitopes for each domain in the geographic region, as
described more fully hereinafter.

Selection Method

Once the amino acid sequence of neutralizing epitopes for
strains 1n a region are determined, gp120 from an HIV strain
having gp120 that has an amino acid sequence for a neu-
tralizing epitope in the V2 or C4 domain which sequence 1s
onc of the most common in the geographic region 1is
selected. One of the most common neutralizing epitope
amino acid sequences means that the strain has an amino
acid sequence for at least one neutralizing epitope that 1s
occurs among the most frequently for HIV 1solates in the
ogeographic region and thus 1s present as a significant per-
centage of the population. For example, if there are three
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sequences for a neutralizing epitope that constitute 20, 30,
and 40 percent of the sequences for that epitope 1n the region
and the remainder of the population 1s comprised by 2 to 4
other sequences, the three sequences are the most common.
Therefore, 1n African countries, if each of several amino acid
sequences constitute about 5% of the sequences for a
neutralizing epitope and the remainder of the sequences each
constitute less than 1% of the population, the i1solates that
constitute 5% of the population are the most common.

Preferably, 1solates having the most common amino acid
sequences for a neutralizing epitope are chosen. By the most
common 1s meant that the sequences occur most frequently
in the geographic region. For example, in the United States,
the MN 1solate has a C4 neutralizing epitope that comprises
at least about 45% of the population. The GNE, 1solate has
a C4 neutralizing epitope that comprises at least about 45%
of the population. Thus either 1solate has the most common
C4 neutralizing epitope 1n the region. When gpl20 from
cach 1solate 1s combined 1n a vaccine, greater than about
90% of the C4 neutralizing epitope sequences are present 1n
the vaccine. In addition, the amino acid sequences for the V3
neutralizing epitope i the MN and GNE, i1solates are
substantially similar and comprise about 60% of the popu-
lation. Therefore, those strains have the two most common
neutralizing epitopes for the V3 domain. In the V2 region,
the MN 1solate amino acid sequences comprises about 10%
of the population, and the GNE; isolate amino acid
sequences comprises about 60% of the population.
Theretfore, the GNE, strain has the most common neutral-
1zing epitope for the region and the two strains together
comprise the two most common neutralizing epitopes for the
region. A multivalent gp120 subunit vaccine containing the
two 1solates contains amino acid sequences for epitopes that
constitute about 70% of the V2 domain, about 60% of the V3
domain, and about 90% of the C4 domain for the United
States.

In a preferred embodiment of the method, one or more
HIV 1solates having an amino acid sequence for a neutral-
1zing epitope 1n the V2 and/or C4 domains that constitute at
least about 50% of the population for a selected geographic
region are selected. In a more preferred embodiment, 1so-
lates having the most common neutralizing epitopes 1n the
V3 domain are also included 1n the vaccine.

As 1s clear, once the most common amino acid sequences
for the neutralizing epitopes 1n the V2, V3, and C4 domains
arec known, an 1solate having a common epitope for each
region 1s preferably selected. That 1s, when only two or three
1solates are used for the vaccine, it 1s preferable to select the
isolate for common epitopes 1n each region, rather than
selecting an 1solate by analysis of a single region.

In a more preferred embodiment, gp120 from 1solates
having epitopes that constitute at least 50% of the population
for the geographic region for V2, V3, and C4 domains are
present 1n the vaccine. More preferably, the 1solates have
epitopes that constitute at least 60% of the population for the
geographic region for the three domains. Most preferably,
70% or more are 1ncluded.

In another preferred embodiment, the entire amino acid
sequence of the V2 and C4 domains 1s determined in the
selection process. In addition to selecting common
sequences for the neutralizing epitopes, isolates having
unusual polymorphisms elsewhere 1n the region are prefer-
ably not used for the vaccine 1solates.

Vaccine Preparation

gp120 from the selected HIV 1solate(s) is used to make a
subunit vaccine, preferably a multivalent subunit vaccine.
Preparation of gp120 for use 1n a vaccine 1s well known and
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1s described hereinafter. With the exception of the use of the
selected HIV 1solate, the gp120 subunit vaccine prepared 1n
the method does not differ from gpl120 subunit vaccines of
the prior art.

As with prior art gp120 subunit vaccines, gpl120 at the
desired degree of purity and at a suflicient concentration to
induce antibody formation 1s mixed with a physiologically
acceptable carrier. A physiologically acceptable carrier 1s
nontoxic to a recipient at the dosage and concentration
employed 1n the vaccine. Generally, the vaccine 1s formu-
lated for injection, usually intramuscular or subcutaneous
injection. Suitable carriers for 1njection include sterile water,
but preferably are physiologic salt solutions, such as normal
saline or buffered salt solutions such as phosphate buifered
saline or ringer’s lactate. The vaccine generally contains an
adjuvant. Useful adjuvants include QS21 which stimulates
cytotoxic T-cells and alum (aluminum hydroxide adjuvant).
Formulations with different adjuvants which enhance cellu-
lar or local immunity can also be used.

Addition excipients that can be present in the vaccine
include low molecular weight polypeptides (less than about
10 residues), proteins, amino acids, carbohydrates including
oglucose or dextrans, chelating agents such as EDTA, and
other excipients.

The vaccine can also contain other HIV protemns. In
particular, gp41 or the extracellular portion of gp41 can be
present 1n the vaccine. Since gp41 has a conserved amino
acid sequence, the gp41 present 1n the vaccine can be from
any HIV 1solate. gp160 from an 1solate used in the vaccine
can replace gpl120 1n the vaccine or be used together with
opl120 from the 1solate. Alternatively, gpl160 from an i1solate
having a different neutralizing epitope than those in the
vaccine 1solates can additionally be present in the vaccine.

Vaccine formulations generally include a total of about
300 to 600 ug of gpl20, conveniently in about 1.0 ml of
carrier. The amount of gpl120 for any 1solate present 1n the
vaccine will vary depending on the immunogenicity of the
opl120. For example, gp120 from the Thazi strains of HIV are
much less immunogenic than gpl120 from the MN strain. If
the two strains were to be used 1n combination, empirical
fitration of the amount of each virus would be performed to
determine the percent of the gpl20 of each strain in the
vaccine. For 1solates having similar immunogenicity,
approximately equal amounts of each 1solate’s gp120 would
be present in the vaccine. For example, in a preferred
embodiment, the vaccine includes gpl20 from the MN,
GNE,, and GNE,, strains at concentrations of about 300 ug
per strain 1n about 1.0 ml of carrier. Methods of determining,
the relative amount of an immunogenic protein in multiva-
lent vaccines are well known and have been used, for
example, to determine relative proportions of various 1s0-
lates 1n multivalent polio vaccines.

The vaccines of this invention are administered in the
same manner as prior art HIV gpl120 subunit vaccines. In
particular, the vaccines are generally administered at O, 1,
and at 6, 8 or 12 months, depending on the protocol.
Following the immunization procedure, annual or bi-annual
boosts can be administered. However, during the immuni-
zation process and thereafter, neutralizing antibody levels
can be assayed and the protocol adjusted accordingly.

The vaccine 1s administered to uninfected individuals. In
addition, the vaccine can be administered to seropositive
individuals to augment 1mmune response to the virus, as
with prior art HIV vaccines. It 1s also contemplated that
DNA encoding the strains of gp120 for the vaccine can be
administered 1n a suitable vehicle for expression in the host.
In this way, gpl120 can be produced in the infected host,
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climinating the need for repeated immunizations. Prepara-
tion of gpl120 expression vehicles 1s described hereinafter.
Production of gp120

opl120 1n the vaccine can be produced by any suitable
means, as with prior art HIV gpl20 subunit vaccines.
Recombinantly-produced or chemically synthesized gpl120
1s preferable to gpl120 1solated directly from HIV for safety
reasons. Methods for recombinant production of gpl120 are
described below.

DNA Encoding GNE, and GNE, ., gp120 and the Resultant 10

Proteins
The present invention also provides novel DNA
sequences encoding gpl20 from the GNE; and GNE,,

14

1solates which can be used to express gp120 and the resultant
opl120 proteins. A nucleotide sequence of less than about 5
kilobases (Kb), preferably less than about 3 Kb having the
nucleotide sequence 1illustrated in Tables 1 and 2,
respectively, encodes gpl20 from the GNE; and GNE,
1solates. The sequences of the genes and the encoded pro-
teins are shown below 1n Tables 1-3. In particular, Table 1
illustrates the nucleotide sequence (SEQ. ID. NO. 27) and

the predicted amino acid sequence (SEQ. ID. NO. 28) of the

GNE, 1solate of HIV. The upper sequence 1s the coding
strand. The table also illustrates the location of each of the
restriction sites.
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Table 2 1llustrates the nucleotide sequence and the pre-
dicted amino acid sequence of the GNE, . 1solate of HIV.
The upper sequence 1s the coding strand. The table also
1llustrates the location of each of the restriction sites. The
first four pages of the table are from one clone of the gene
and the second three pages of the table are from another

22

clone of the gene. The sequences of the clones differ by
about 2%. (The nucleotide sequences are SEQ. ID. NOS. 29
and 31, respectively. The amino acid sequences are SEQ. ID.
NOS. 30, 32 and 33.) It is noted that each of the sequences
includes a stop codon. A gene sequence that encodes full
length gp120 can be made by repairing one of the sequences.
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Table 3 illustrates the amino acid sequences for the GNE,
and different GNE, . gp120 protems. The regions of the
sequences having 1dentical amino acid sequences are

33

enclosed 1n boxes. Note: the “X” 1n position 666 of sequence
opl60.SF.16.7 1s a stop codon.

TABLE 3
gpl60.8.24 1 MIVEKIGIREKNCQHLWRWGTMLLGMLMICSAAERKLWVIVYYGVPVWERKEAITTT
gpl60.SF.16.2 1 MRIVEKIGIRRNYQHLWRWGTMLLGIILMICSAAIGIKLWVITVYYGVPVWEKE|TTTT
gpl60.SF.16.7 1 MRVERIIRRN¥YIOHLWEKWGTMLLGMLMICSAAGIKLWVIVYYGVPVWERKE|TTTT
gpl60.8.24 51 LFCASDAKAYDTENVHNVWATHACVPTDPNPQE|IGLENVTENFNMWKNNMYV
gpl60.SF.16.2 51 LFCASDAKAYDTE|IHNVWATHACVPTDPNPQEVVILENVTENFNMWKNNMYV
gpl60.SF.16.7 51 LFCASDARKAYDTEIIHNVWATHACVPTDPNPQEVVLENVTENFNMWKNNMY
gpl60.8.24 101 EQMHEDIISLWDQSLKPCVKLTPLCVTLNCTD|LEKN|ATNT|T|S S S[WGKME|R|G
gpl60.SF.16.2 101 EOQOMHEDIISLWDQSLKPCVRKLTPLCVTLNCTDJAGN|TITNTNSS SREK|LIE(K|G
gpl60.SF.16.7 101 EQMHEDIISLWDOSLKPCVRKLTPLCVTLNCTDAGN[TTNTNISS S|GEK|LEK|G
gpl60.8.24 151 EIKNCSFNVITTSIRDKMKNEXALFYI KLDVIVPIDNDN. « « « « « . TISIYRL IS
gpl60.SF.16.2 151 EIKNCSFN|IITTSVIRDKMQEK|IEITALFNKLD|IIVPIDDDDRNSTRNS|ITIN;YRL IS
gpl60.SF.16.7 151 EIKNCSFEFN|IIITTSMRDKMOQOR|EITALFNKLD|IIVPIDIDDDRNSTRNS|ITINNYRL I S
gpl60.8.24 194 CNTSVITQACPRKVSFEPIPIHEICAPAGPFA|IILKC RDKEKIFNGITIGPC|ITINVS TV
gpl60.SF.16.2 201 CNTSVITQACPRKVSFEPIPIHFICITIPAGFALLKCNNKTIFNGSIGPCIKINVS TV
gpl60.SF.16.7 201 CNTSVITQACPERKVSFEPIPIHIFICITPAGFALLKCINNETIFNG|IS|IGPCIKNVSTYV
gpl60.8.24 244 QICTHGIRPVVSTQLLLNGSLAEEEVVIRSANFISDNAKTIIVQOLNE|SIVEILN
gpl60.SF.16.2 251 QCTHGIRPVVSTQLLLNGSLAEGEVVIRSENFITNNAKTIIVQL|TEPVKILIN
gpl60.SF.16.7 251 LCTHGIRPVVSTOLLLNGSLAGEEVVIRSIENFTNNAKTIIVQLKEPVIKIN
gpl60.8.24 294 CTRPNNNTRIRSIHIGPGRAFYATGE|IIGDIRQAHCNLSISITKWNNT L|K|IQ I|V
gpl60.SF.16.2 301 CTRPNNNTRIKISIPIIGPGRAFYATGDIIIGINIRQAHCNLSIRITDWNNT L|G|Q I|V
gpl60.SF.16.7 301 CTRPNNNTRKISIPIIGPGRAFYATGI DI IIGNIRQAHCNLSIRTDWNNT LIR[Q I|A
gpl60.8.24 344 TIKLREH|F|.NKTIVIFNHSSGGDPEIVMHSFNC|GGEFFYC|N[T T|P|L F|N[S TW[N ¥
gpl60.SF.16.2 351 EIKLREQIFIGINKT I(IIFNHSSGGDPEIVMHSFNCR|IGEFF Y C|IN|T T|IQ|L F|D|STW[D N
gpl60.SF.16.7 351 EIKRKLRIKQIFIGINKT I IIFNHSSGGDPEIVMHSFNCRIGEFFYCDIT TIQILFINISTWINA
gpl60.8.24 393 TYTWNNTEGSINDTGRN(ITLQICRIKQI|IIINMWQEVGKAMYAPPIRGQIRCSS
gpl60.SF.16.2 401 TKV . .SNGTSTEENST|(ITLPCRIKQIVINMWQEVGKAMYAPPIRGQIRCSS
gpl60.SF.16.7 401 NNT. .ER.NISITKENST|ITLIPICRIKQIIVINMWQEVGKAMYAPPIRGQIRCSS
gpl60.8.24 443 NITGLLLTRDGG|. NNS|IETIE[IIFRPGGGDMRDNWRSELYKYKVVKIEPLGVA
gpl60.SF.16.2 449 NITGLLLTRDGGISNINSMNIETFRPGGGDMRDNWRSELYKYKVVKIEPLGVA
gpl60.SF.16.7 448 NITGLLLTRDGGSSINSMNIETFRPGGGDMRDNWRSELYKYKVVKIEPLGVA
gpl60.8.24 492 PTRKAKRRVMOQREKRAVGIGAVFLGFLGAAGSTMGAASVITLTVQARLLLSG
gpl60.SF.16.2 499 PTRKAKRRVVQREKRAVGIGAVFLGFLGAAGSTMGAAS|IIITLTVQARLLLSG
gpl60.SF.16.7 498 PTRKAMRRVIVQREKRAVGIGAVFLGFLGAAGSTMGAAS|IIITLTVQARLLLSG
gpl60.8.24 542 IVOOQOQNNLLRATEAEQHLLOQLITIVWGIKQLOQARVLAVERYLIKDOQQLLGIWG
gpl60.SF.16.2 549 IVOOOQNNLLRAITIEAQOHLLOQLIIIVWGIKQLOQARVLAVERYLIRDOQOLLGIWG
gpl60.SF.16.7 548 IVOOONNLLRATITEAQOHLLQLITIVWGIKQLOARVLAVERYLIRDQOLLGIWG
gpl60.8.24 552 CSGKLICTTAAVPWNASWSNKSLDKIWDNMTWMEWEREIDINYTSLIYISILIE
gpl60.SF.16.2 599 CSGKLICTTISIVPWNASWSNKSLDKIWDNMTWMEWEREIENYTSLIYTILIE
gpl60.SF.16.7 558 CSGKLICTTISIVPWNASWSNEKSLDKIWDNMTWMEWEREIIENYTSLIYTILIE
gpl60.8.24 642 ESOQNQQEEKNEQIELLELDKWASLWNWEFDITKWLWYIKIFIMIVGGLVGLRI
gpl60.SF.16.2 649 ESOQNQOQEEKNEQDLLELDQWASLWNWHFISIITKWLWYIKIFIMIVGGLVGLRI
gpl60.SF.16.7 648 ESONQOEERKNKQOQDLLELDQXASLWNWHISITKWLWYIKIFIMIVGGLVGLRI
gpl60.8.24 692 VFITVLSIVNRVRKGYSPLSFQTHLPAPR|GLDRP|EGITEEEGGERD|RDR S|S[R
gpl60.SF.16.2 699 VEAVLSIVNRVRRQIGYSPLSFQTIRILPAPRRPDRPIEIGILIIEEEGGE|QGRDR S|I|R
gpl60.SF.16.7 698 VEFAVLSIVNRVRERRQGYSPLSFQTIRLPAPR|IGPDRPRK|IGIIEEEGGEQDRDRS|IR
gpl60.8.24 742 LVDGFLA[LIVIWVDLRSLCLFSYHRLRDLLLIAARIVELLGRRGWEALKYWW
gpl60.SF.16.2 749 LVDGFLALIWDDLRSLCLFSYHRLRDLLLIATRIVELLGRRGWEALKYWW
gpl60.SF.16.7 748 LVDGFLALIWDDLRSLCLFSYHRLRDLLLIATRIVELLGRRGWEALKYWW
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TABLE 3-continued

40

IVOQRAYRAILHIPTRI
VLORAYRAILHIPTRI
ALORAYRAILHIPTRI

gpl60.8.24 792 [NLLQYWIQELKNSAVSLLNA[TAIAVAEGTDRV|IE
gpl60.SF.16.2 799 |NLLQYWIQELKNSAVSLLNV|[TAIAVAEGTDRV|L|E
gpl60.SF.16.7 798 |NLLQYWIQELKNSAVSLLNV|[ITAIAVAEGTDRV|LE
gpl60.8.24 342 [RQGLERALL
gpl60.SF.16.2 349 |RQGLERALL
gpl60.SF.16.7 848 |RQGLERALL

Nucleic acid sequences encoding gpl120 from GNE, and
GNE, . capable of expressing gpl20 can be prepared by
conventional means. The nucleotide sequence can be syn-
thesized. Alternatively, another HIV nucleic acid sequence
encoding gp120 can be used as a backbone and altered at any
differing residues by site directed mutagenesis as described
in detail in Example 1.

In a preferred embodiment, the nucleotide sequence 1s
present 1n an expression construct containing DNA encoding,
opl120 under the transcriptional and translational control of
a promoter for expression of the encoded protemn. The

promoter can be a eukaryotic promoter for expression 1n a
mammalian cell. In cases where one wishes to expand the
promoter or produce gpl20 1n a prokaryotic host, the pro-
moter can be a prokaryotic promoter. Usually a strong
promoter 1s employed to provide high level transcription and
eXpression.

The expression construct can be part of a vector capable
of stable extrachromosomal maintenance in an appropriate
cellular host or may be mtegrated mnto host genomes. Nor-
mally, markers are provided with the expression construct
which allow for selection of a host containing the construct.
The marker can be on the same or a different DNA molecule,
desirably, the same DNA molecule.

The expression construct can be joined to a replication
system recognized by the intended host cell. Various repli-
cation systems include viral replication systems such as
retroviruses, simian virus, bovine papilloma virus, or the
like. In addition, the construct may be joined to an ampli-
fiable gene, e.2. DHFR gene, so that multiple copies of the
opl120 DNA can be made. Introduction of the construct into
the host will vary depending on the construct and can be
achieved by any convenient means. A wide variety of
prokaryotic and eukaryotic hosts can be employed for
expression of the proteins.

Preferably, the gpl120 1s expressed in mammalian cells
that provide the same glycosylation and disulfide bonds as 1n
native gpl120. Expression of gp120 and fragments of gp120
in mammalian cells as fusion proteins mcorporating N-ter-
minal sequences of Herpes Simplex Virus Type 1 (HSV-1)
glycoprotein D (gD-1) 1s described in Lasky, L. A. et al.,
1986 (Neutralization of the AIDS retrovirus by antibodies to
a recombinant envelope glycoprotein) Science 233:
209-212 and Haffar, O. K. et al., 1991 (The cytoplasmic tail
of HIV-1 gp160 contains regions that associate with cellular
membranes.) Virol. 180:439-441, respectively. A preferred
method for expressing gpl20 1s described 1n Example 3. In
the example, a heterologous signal sequence was used for
convenient expression of the protein. However, the protein
can also be expressed using the native signal sequence.

An 1solated, purified GNE.-gp120 and GNE,.-gp120
having the amino acid sequence 1llustrated 1n Tables 1-3 can
be produced by conventional methods. For example, the
proteins can be chemically synthesized. In a preferred
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embodiment, the proteins are expressed 1n mammalian cells
using an expression construct of this invention. The
expressed proteins can be purified by conventional means. A
preferred purification procedure 1s described in Example 3.
opl20 Fragments

The present invention also provides gpl120 fragments that
are suitable for use in inducing antibodies for use 1n sero-
typing or 1n a vaccine formulation. A truncated gpl20
sequence as used herein 1s a fragment of gpl120 that 1s free
from a portion of the intact gpl120 sequence beginning at
cither the amino or carboxy terminus of gpl120. A truncated
opl20 sequence of this ivention 1s free from the C5
domain. The C5 domain of gpl120 1s a major immunogenic
site of the molecule. However, antibodies to the region do
not neutralize virus. Therefore, elimination of this portion of
opl20 from 1mmunogens used to induce antibodies for
serotyping 1s advantageous.

In another embodiment, the truncated gp120 sequence 1s
additionally free from the carboxy terminus region through
about amino acid residue 453 of the gp120 V5 domain. The
portion of the V5 domain remaining in the sequence pro-
vides a convenient restriction site for preparation of expres-
sion constructs. However, a truncated gpl120 sequence that
1s free from the entire gp120 V5 domain 1s also suitable for
use 1n inducing antibodies.

In addition, portions of the amino terminus of gpl120 can
also be eliminated from the truncated gp120 sequence. The
truncated gpl20 sequence can additionally be free from the
opl20 signal sequence. The truncated gpl20 sequence can
be free from the amino terminus through amino acid residue
111 of the gp120 C1 domain, eliminating most of the C1
domain but preserving a convenient restriction site.
However, the portion of the C1 domain through the cysteine
residue that forms a disulfide bond can additionally be
removed, so that the truncated gpl120 sequence 1s free from
the amino terminus through amino acid residue 117 of the
opl20 Cl1 domain. Alternatively, the truncated gpl20
sequence can be free from the amino terminus of gpl20
through residue 111 of the C1 domain, preserving the V2
disulfide bond. In a preferred embodiment, the truncated
opl20 sequence 1s free from the amino terminus of gpl20
through residue 111 of the C1 domain and residue 453
through the carboxy terminus of gp120.

The truncated gpl20 sequences can be produced by
recombinant engineering, as described previously.
Conveniently, DNA encoding the truncated gp120 sequence
1s joined to a heterologous DNA sequence encoding a signal
sequence.

Serotyping Method

The present invention also provides an improved sero-
typing method for HIV strains. The method comprises
determining the serotypes of the V2, V3, and C4 domains of
opl20.

HIV 1solates can be serotyped by conventional immu-
noassay methods employing antibodies to the neutralizing
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epitopes 1n the V2, V3, and C4 domains for various strains
of HIV. Preparation of the antibodies 1s described hereinbe-
fore. The antibody atfinity required for serotyping HIV using
a particular immunoassay method does not differ from that
required to detect other polypeptide analytes. The antibody
composition can be polyclonal or monoclonal, preferably
monoclonal.

A number of different types of immunoassays are well
known using a variety of protocols and labels. The assay
conditions and reagents may be any of a variety found 1n the
prior art. The assay may be heterogeneous or homogeneous.
Conveniently, an HIV 1solate 1s adsorbed to a solid phase
and detected with antibody specific for one strain of neu-
tralizing epitope for each neutralizing epitope in the V2, V3,
and C4 domain. Alternatively, supernatant or lysate from the
cultured 1solate which contains gp120 can be adsorbed to the
solid phase. The virus or gpl120 can be adsorbed by many
well known non-specific binding methods. Alternatively, an
anti-gpl120 antibody, preferably directed to the carboxy
terminus of gpl20 can be used to athix gpl20 to the solid
phase. A gpl120 capture antibody and sandwich ELISA assay
for g¢p120 neutralizing epitopes 1s described by Moore, AIDS
Res. Hum. Retroviruses 9:209-219 (1993). Binding between
the antibodies and sample can be determined in a number of
ways. Complex formation can be determined by use of
soluble antibodies specific for the anti-gpl120 antibody. The
soluble antibodies can be labeled directly or can be detected
using labeled second antibodies specific for the species of
the soluble antibodies. Various labels include radionuclides,
enzymes, fluorescers, colloidal metals or the like.
Conveniently, the anti-gp120 antibodies will be labeled
directly, conveniently with an enzyme.

Alternatively, other methods for determining the neutral-
1Zzing epitopes can be used. For example, fluorescent-labeled
antibodies for a neutralizing epitope can be combined with
cells infected by the strain of HIV to be serotyped and
analyzed by fluorescence activated cell sorting.

The serotype of the HIV 1solate includes the strain of the
neutralizing epitopes for the V2, V3, and C4 domains.

It 1s understood that the application of the teachings of the
present mvention to a specific problem or situation will be
within the capabilities of one having ordinary skill in the art
in light of the teachings contained herein. Examples of the
products of the present immvention and representative pro-
cesses for their 1solation, use, and manufacture appear
below, but should not be construed to limit the invention. All
literature citations herein are expressly incorporated by
reference.

EXAMPLE 1

Identification of C4 Neutralizing Epitopes

The following reagents and methods were used in the
studies described herein.
opl120 Sequences and Nomenclature

Amimo acid residues are designated using the standard
single letter code. The location of amino acids within the
opl20 protemn 1s specified using the initiator methionine
residue as position 1. The designation LAI 1s used to
describe the virus i1solate from which the HIV-1,,,,,, HIV-
1,5, HIV-1,..,, HIV-1,,7,, HIV-1,,,., and HIV-1,,..,
substrains (molecular clones) of HIV-1 were obtained. The
sequence of gpl120 from IIIB substrain of HIV-1, ,, 1s that
determined by Muesing et al. (30).

The sequence of gp120 from MN strain of HIV-1 1s given
with reference to the MNgpl20 clone (MNgyz). The

sequence of this clone differs by approximately 2% from that
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of the MN,g4, clone described by Gurgo et al. (13). The
sequences of gpl20 from the NY-5, JRcst, Z6, Z321, and
HXB?2 strains of HIV-1 are those listed by Myers et al. (32)
except where noted otherwise. The sequence of the Thai
isolate A244 is that provided by McCutchan et al. (24). The
variable (V) domains and conserved (C) domains of gp120
are speciiied according to the nomenclature of Modrow et al.

28).
gf[ozloclonal Antibody Production and Screening Assays

Hybridomas producing monoclonal antibodies to
MN-rgp120 (recombinantly produced gp120 from the MN
strain of HIV) (3) were prepared and screened for CD4
blocking activity as described previously (7, 33). The bind-
ing of monoclonal antibodies to MN-rgp120 and to rgpl120s
from the IIIB, NY-5, Z6, Z321, JRcst, and A244 strains of
HIV-1 was assessed by enzyme linked immunoadsorbant
assays (ELISA) as described previously (33).

Virus Binding and Neutralization Assays

The ability of monoclonal antibodies to neutralize HIV-1
infectivity 1n vitro was assessed 1n a colorimetric MT-2 cell
cytotoxicity assay similar to that described previously (35).
MT-2 cells and H9/HTLV-III, ,,; cells were obtained through
the AIDS Rescarch and Reference Reagent Program, Divi-
sion of AIDS, NIAID, NIH: contributed by Drs. Douglas
Richman and Robert Gallo, respectively. Brielly, serial dilu-
tions of antibody or serum were prepared 1n 50 ul volumes
of complete and then 50 ul of a prediluted HIV-1 stock was
added to each well. After incubation for 1 hr at 4° C., 100
ul of a 4x10° MT-2 cell/ml suspension was added. After
incubation of the plates for 5 days at 37° C. m 5% CO.,,
viable cells were measured using metabolic conversion of
the formazan MTT dye. Each well received 20 ul of a 5
mg/ml MTT solution in PBS.

After a 4 hr incubation at 37° C., the dye precipitate was
dissolved by removing 100 ul of the cell supernatant, adding
130 4l of 10% Triton X-100 m acid isopropanol, then
pipeting until the precipitate was dissolved. The optical
density of the wells was determined at 540 nm. The per-
centage 1nhibition was calculated using the formula:

1 — (virus control — experimental)

(virus control — medium control)

Cell Surface Staining of HIV-1 Infected Cells with Mono-
clonal Antibodies

HO cells (2x10°) chronically infected with the IIIB,
HXB2, HXB3, and HX10 substrains of HIV-1, ,, or with
HIV-1,,, were incubated for 30 min at room temperature
with monoclonal antibodies (10 xg per ml) in 100 ul of
RPMI 1640 cell culture media containing 1% FCS. Cells
were washed and then incubated with 20 ug per ml of
fluorescein-conjugated, athnity-purified, goat antibody to
mouse IgG (Fab'), (Cappel, West Chester, Pa.) for 30 min.
Cells were washed, fixed with 1% paratormaldehyde and the
bound antibody was quantitated by flow cytometry using a
FACSCAN (Becton-Dickenson, Fullerton, Calif.).

Fluorescence data was expressed as percentage of fluo-
rescent cells compared to the fluorescence obtained with the
second antibody alone. Fluorescence was measured as the
mean 1ntensity of the cells expressed as mean channel
number plotted on a log scale.
Fragmentation of the MN-regpl120 Gene

Fragments of the MN-rep120 gene were generated using,
the polymerase chain reaction (PCR) (17). Briefly, forward
30-mer oligonucleotide DNA primers incorporating a Xho 1
site, and reverse 36-mer oligonucleotide DNA primers con-
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taining a stop codon followed by a Xba 1 site were synthe-
sized and used for the polymerase chain reactions. Thirty
cycles of the PCR reaction were performed using 0.3 ug of
a plasmid containing the gene for gpl120 from the MN strain
of HIV-1 (pRKMN. D533) and 0.04 nM of a designated
primers. The PCR reaction buffer consisted of 0.1 M Tris
buffer (pH 8.4), 50 mm KCI, 0.2 mM 4dNTP (Pharmacia,
Piscataway, N.J.), 0.15 M MgCl, and 0.5 Unit of Taq
Polymerase (Perkin-Elmer Cetus, Norwalk, Conn.) and a
typical PCR cycle consisted of a 60 second denaturation step
at 94° C., followed by a 45 second annealing step at 55° C.,
and then an extension step at 72° C. for 45 seconds.

Following the PCR amplification, the PCR products were
purified by phenol and chloroform extraction, and then
cthanol precipitated. The purified products were then
digested with the restriction endonucleases Xhol and Xbal.
The resulting PCR products were gel purified using 1%
agarose (SEAKEM, FMC Bioproducts, Rockland, Me.) or
5% polyacrylamide gel electrophoresis (PAGE) and then
1solated by electroelution.

Site Directed Mutagenesis of the MN-rgpl120 C4 Domain

A recombinant PCR technique (15) was utilized to intro-
duce single amino acid substitutions at selected sites into a
600 bp Bgl II fragment of MN-rgp120 that contained the C4
domain. This method entailed the PCR amplification of
overlapping regions of the C4 domain of gpl20 using
primers that incorporated the desired nucleotide changes.
The resultant PCR products were then annealed and PCR
amplified to generate the final product. For these reactions
18-mer “outside” primers encoding the wild type sequence
(Bgl II sites) were amplified with 36-mer “inside” primers
that contained the alanine or glutamic acid residue changes.
The first PCR reaction included 1x of the Vent polymerase
buffer (New England Biolabs, Beverly, Mass.), 0.2 mM of
4dNTP (Pharmacia, Piscataway, N.J.), 0.04 nM of each
synthetic oligonucleotide, 0.3 ug of linearized plasmid,
pRKMN.D533, which contained the MN-rgpl20 gene.
Thirty PCR cycles were performed consisting of the follow-
ing sequence of steps: 45 seconds of denaturation at 94° C.,
45 second of annealing at 55° C. and 45 seconds of exten-
sion at 72° C. Following PCR amplification, the product
pairs were gel purified using a 1% solution of low melt
agarose (SeaPlaque, FMC Bioproducts, Rockland, Me.).

The agarose containing PCR product was melted at 65° C.
and combined with the PCR product of the overlapping pair
and equilibrated to 37° C. Added to this (20 ul) was 10 ul of
10x Vent Polymerase buifer, 10 ¢l of 2 mM 4dNTP, 0.04 nM
cach of the “outside” wild type 18 mer oligonucleotides, 57
ul of H,O and 1 unit of Vent Polymerase. Thirty PCR cycles
were performed as previously above.

The resulting PCR products were purified and digested
with the Bgl II endonuclease. The digested PCR product was
then ligated into the mammalian cell expression vector
pRKMN.D533, which had been digested with Bgl I allow-
ing for the removal of a 600 bp fragment. Colonies con-
taining the correct 1nsertion were 1dentified and Sequenase
2.0 supercoil sequencing was employed to check for fidelity
and the incorporation of the desired mutation.

Expression of gpl120 Fragments in Mammalian Cells

Fragments of the MN and IIIB gp120 were expressed in
mammalian cells as fusion proteins 1ncorporating

N-terminal sequences of Herpes Simplex Virus Type 1
(HSV-1) glycoprotein D (gD-1) as described previously (14,

22). Briefly, 1solated DNA fragments generated by the PCR
reaction were ligated into a plasmid (pRK.gD-1) designed to
fuse the gp120 fragments, 1n frame, to the 5' sequences of the
glycoprotein D (gD) gene of Type 1 Herpes Simplex Virus
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(gD-1)and the 3' end to translational stop codons. The
fragment of the gD-1 gene encoded the signal sequence and
25 amino acids of the mature form of HSV-1 protein. To
allow for expression mm mammalian cells, chimeric genes
fragments were cloned into the pRKS expression plasmid (8)
that contained a polylinker with cloning sites and transla-
tional stop codons located between a cytomegalovirus pro-
motor and a simian virus 40 virus polyadenylation site.

The resulting plasmids were transfected into the 293s
embryonic human kidney cell line (12) using a calcium
phosphate technique (11). Growth conditioned cell culture
media was collected 48 hr after transfection, and the soluble
proteins were detected by ELISA or by specific radioimmu-
noprecipitation where metabolically labeled proteins from
cell culture supernatants were resolved by sodium dodecyl
sulfate polyacrylamide gel electrophoresis (PAGE) and visu-
alized by autoradiography as described previously (1, 18).
Radioimmunoprecipitation of MN-rgp120 Mutants

Plasmids directing the expression of the MN-rgpl120 C4
domain mutants were transfected into 293s cells as
described above. Twenty four hours following the
transfection, the cells were metabolically labeled with [>°S]-
labeled methionine or cysteine as described previously (1).
The labeled cell culture supernatants were then harvested
and 0.5 ml aliquots were reacted with 1-5 ug of the
monoclonal antibody or with 2 ul of the polyclonal rabbat
antisera to MN-rgp120 and immunoprecipitated with Pan-
sorbin (CalBiochem, La Jolla, Calif.) as described previ-
ously (1). The resulting Pansorbin complex was pelleted by
centrifugation, washed twice with a solution containing
PBS, 1% NP-40 and 0.05% SDS and then boiled 1n a PAGE
sample buifer containing 1% 2-mercaptoethanol. The pro-
cessed samples were the analyzed by SDS-PAGE and visu-
alized by autoradiography (1, 18).

Assays to Measure the Binding of Monoclonal Antibodies to
Mutagenized MN-rgp120 Polypeptides

An ELISA was developed to screen for reactivity of
MN-rgpl120 fragments and mutant proteins with various
monoclonal antibodies. In this assay, 96 well microtiter
dishes (Maxisorp, Nunc, Roskilde, Denmark) were coated
overnight with mouse monoclonal antibody (5B6) to gD-1,
at a concentration of 2.0 ug/ml 1n phosphate buifered saline
(PBS). The plates were blocked in a PBS solution containing,
0.5% bovine serum albumin (PBSA) and then incubated
with growth conditioned cell culture medium from trans-
fected cells expressing the recombinant gp120 variants for 2
hr at room temperature. The plates were washed three times
in PBS containing 0.05% Tween 20 and then mcubated with
the purified, HRPO-conjugated monoclonal antibodies. Fol-
lowing a 1 hr incubation, the plates were washed three times
and developed with the colorimetric substrate,
o-phenylenediamine (Sigma, St. Louis, Mo.).

The optical densities in each well were then read 1n a
microtiter plate reading spectrophotometer at 492 nm. Each
cell culture supernatant containing fragments or mutated
repl120s was normalized for expression based on the titering
of 1ts reactivity to the V3 binding monoclonal antibody 1034
or to a rabbit polyclonal antisera to MN-rgp120. Data from
these experiments were expressed as a ratio of the optical
densities obtained with the CD4 blocking monoclonal anti-
bodies binding to the fragments or MN-rgpl20 mutants
compared with the full length wild type regp120s.

To normalize for different concentrations of MN-rgp120-
derived protein 1n the cell culture supernatants, the binding
of the CD4 blocking monoclonal antibodies to each prepa-
ration was compared to that of an HRPO-conjugated mono-

clonal antibody to the V3 domain of MN-rgp120 (1034).
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Data from these experiments were expressed as a ratio of the
optical densities obtained with the CD4 blocking mono-
clonal antibodies to the HRPO conjugated V3 reactive
monoclonal antibody.
CD4 Binding Assays

The ability of monoclonal antibodies to 1nhibit the bind-
ing of MN-rgp120 to recombinant soluble CD4 (rsCD4) was
determined 1n a solid phase radioimmunoassay similar to
that described previously (33). The effect of single amino
acid substitutions on the binding of MN-rgp120 mutants to

CD4 was determined 1n a co-immunoprecipitation assay
similar to that described previously (21). Briefly, 293 cells
were metabolically labeled with *>S-methionine 24 hr after
transfection with plasmids expressing MN-regp120 variants.
Growth conditioned cell culture medium (0.5 ml) was then
incubated with 5.0 ug of recombinant sCD4 for 90 minutes
at room temperature. Following this incubation, 5.0 ug of an
anti-CD4 monoclonal antibody (465), known to bind to an
epitope remote from the gp120 binding site, was added and
allowed to incubate another 90 minutes at room temperature.

The gpl20-CD4-antibody complexes were precipitated
with Pansorbin that had been washed with PBS, preabsorbed
with 0.1% bovine serum albumin and then bound with 50 ug
of an affinity purified rabbit anti-mouse IgG (Cappel, West
Chester, Pa.). The pellet was washed twice with PBS 1%
NP-40, 0.05% SDS, and then boiled in beta mercaptoethanol
containing SDS-PAGE sample buffer. The immunoprecipi-
tation products were resolved by SDS PAGE and visualized
by autoradiography as described previously (1, 21).
Antibody Affinity Measurements

Anti-gp120 antibodies were iodinated with Na **°I with
iodogen. (Pierce, Rockford, Ill.). Briefly, 50 ug of antibody
in PBS was placed 1n 1.5 ml polypropylene microcentrifuge
tubes coated with 50 ug of lodogen. Two millicuries of
carrier free Na['*°I] was added. After 15 min., free '*°I was
separated from the labeled protein by chromatography on a
PD-10 column (Pierce, Rockford, Ill.) pre-equilibrated in
PBS containing 0.5% gelatin. Antibody concentrations fol-
lowing 1odination were determined by ELISA to calculate
specific activities.

For binding assays, 96-well microtiter plates were coated
with 100 ul/well of a 10 ug/ml solution of MN-rgp120 or
[IIBrgp120 1in 0.1 M bicarbonate buifer, pH 9.6 and incu-
bated for 2 hr at room temperature or overnight at 4° C. To
prevent non-specific binding, plates were blocked for 1-2 hr
at room temperature with 200 ul/well of a gelatin solution
consisting of PBS containing 0.5% (wt/vol) gelatin and
0.02% sodium azide. Unlabeled anti-gp120 monoclonal
antibody (0 to 400 nM) was titrated (in duplicate) in situ and
radiolabeled antibody was added to each well at a concen-
tration of 0.5 nM.

After a 1-2 hr incubation at room temperature, the plate
was washed 10x with the PBS/0.5% gelatin/0.02% azide
buffer to remove free antibody. The antibody-gp120 com-
plexes were solubilized with 0.1 N NaOH/0.1% SDS solu-
fion and counted 1n a gamma counter. The data were
analyzed by the method of Scatchard (40) using the Ligand
analytical software program (31). K, values reported repre-
sent the means of four independent determinations.

RESULTS
Characterization of Monoclonal Antibodies to MN-rgp120
that Block CD4 Binding
Monoclonal antibodies prepared from mice immunized
with MN-rgp120 (3, 33), were screened for the ability to
bind to MN-rgp120 coated microtiter dishes by ELISA as
described previously (33). Of the thirty five clones obtained,

seven were identified (1024, 1093, 1096, 1097, 1110, 1112,
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and 1127) that were able to inhibit the binding of
MN-rgp120 to recombinant CD4 in ELISA (FIG. 1) or solid

phase or cell surface radioimmunoassays (21, 33). Previous
studies have shown that two distinct classes of CD4 block-
ing monoclonal antibodies occur: those that bind to confor-
mation dependent (discontinuous) epitopes (16, 26, 33, 35,
45) and those that bind to conformation independent
(sequential) epitopes (4, 7, 21, 33, 43).

To distinguish between these two alternatives, the binding,

of the monoclonal antibodies to denatured (reduced and
carboxymethylated) MN-rgp120 (RCM-gp120) was mea-

sured by ELISA as described previously (33). As illustrated
in Table 4, below, 1t was found that all of the CD4 blocking
monoclonal antibodies reacted with the chemically dena-
tured protein; indicating that they all recognized conforma-
tion independent (sequential) epitopes.

TABLE 4

Properties of monoclonal antibodies to MN-rep120

CD4 HIV-1 mn C4 rgl20

Inhi- Neutral- HIV-1 mn CM- Domain cross
MAb bitors  1zation V3 rgpl20 peptides reactivity
1024 + + - + - 2
1093 + + — + — 2
1096 + + - + - 2
1097 + + — + — 2
1110 + + - + - 2
1112 + + — + — 2
1127 + + - + - 2
1026 - + + + - 1,2, 3,4,6
1092 — — — + — 1,2,3,4,5
1126 — — — + — 1,2, 3,5,7
1086 — — — + — 2
13HS8 + — — + 1,3 1,2,3,4,5, 6,

7

rgp120 cross reactivity: 1, [IIB-rgl120; 2, MN-rgp120, 3, NYS-rgp120; 4,
JtCSF-rgp120; 5, Z6-1gp120; 6, Z321-rgp120; 7, A244-rgp120

C4 domain peptides:

1, FINMWQEVGKAMYAPPIS (SEQ. ID. NO. 24);

2, MWQEVGKAMYAP (SEQ. ID. NO. 25);

3, GKAMYAPPIKGQIR (SEQ. ID. NO. 26)

The cross reactivity of these monoclonal antibodies was
assessed by ELISA as described previously (33). In these
experiments, the ability of the monoclonal antibodies to bind

to a panel of seven rgp120s, prepared from the IIIB, MN, Z6,
7321, NY-5, A244, and JRcst 1solates of HIV-1, was mea-

sured by ELISA (33). It was found that all of the CD4
blocking monoclonal antibodies were strain specific and
bound only to gp120 from the MN strain of HIV-1 (Table 4).
However, other antibodies from the same fusion (1026,
1092, and 1126) exhibited much broader cross reactivity
(Table 4, FIG. 2), as did a CD4 blocking monoclonal
antibody to IIIB-rgp120 (13HS&) described previously (33).

Further studies were performed to characterize the neu-
tralizing activity of the antibodies to MN-rgp120. In these
studies, monoclonal antibodies were incubated with cell free
virus (HIV-1,,.,), and the resulting mixture was then used to
infect M'T-2 cells in microtiter plates. After 5 days, the plates
were developed by addition of the colorimetric dye, MTT,
and cell viability was measured spectrophotometrically. It
was found (Table 4, FIG. 2) that all of the CD4 blocking
monoclonal antibodies were able to inhibit viral infectivity.
However the potency of the monoclonal antibodies varied
considerably with some monoclonal antibodies (eg. 1024)
able to inhibit infection at very low concentrations (ICs, of
0.08 ug per ml) whereas other monoclonal antibodies (eg.
1112) required much higher concentrations (IC,, of 30 ug
per ml). In control experiments two monoclonal antibodies
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to MN-rgp120 from the same fusion (eg.1086, 1092) were
ineffective, whereas the 1026 monoclonal antibody exhib-

ited potent neutralizing activity. Stmilarly, monoclonal anti-
bodies to the V3 domain of IIIB-rgp120 (10F6, 11GS5)

known to neutralize the infectivity HIV-1,,, (33), were
unable to neutralize the HIV-1,,,, virus.

Binding studies using synthetic peptides were then per-
formed to further localize the epitopes recognized by these
monoclonal antibodies as described previously (33). When a
peptide corresponding to the V3 domain (3) of MN-rgp120
was tested, 1t was found that none of the CD4 blocking
antibodies showed any reactivity. However the epitope rec-
ognized by the non-CD4 blocking monoclonal antibody,
1026, prepared against MN-rgp120 could be localized to the
V3 domain by virtue of its binding to this peptide. In other
experiments, three synthetic peptides from the C4 domain of
opl120 that incorporated sequences recognized by the CD4
blocking, weakly neutralizing monoclonal antibodies
described by McKeating et al. (26) were tested (Table 4). It

was found that none of the CD4 blocking monoclonal
antibodies to MN-rgpl120 reacted with these peptides, how-
ever the non-neutralizing, CD4 blocking 13H8 monoclonal
antibody bound to the peptides corresponding to residues
423—440 of I1IB-gp120 and residues 431-441 of MN-gp120,
but not to that corresponding to residues 426—437 of I1IB-
opl20. Thus the 13HS monoclonal antibody recognized a
epitope that was similar, 1f not identical, to that described by
McKeating et al. (26). This result 1s consistent with the
observation that the 13H8 monoclonal antibody and the
monoclonal antibodies described by Cordell et al. (4) and
McKeating et al. (26) exhibited considerable cross
reactivity, whereas the antibodies to MN-rgp120 were highly
strain specific.

CD4 Blocking Antibodies Recognize Epitopes in the C4
Domain

Previously, a strain specific, CD4 blocking monoclonal
antibody (5C2) raised against IIIB-rgp120 was found to
recognize an epitope in the C4 domain of IIIB-rgp120 (21,
33). Although the 5C2 monoclonal antibody was able to
block the binding of rgpl20 to CD4, 1t was unable to
neutralize HIV-1 imfectivity in vitro (7). Affinity columns
prepared from 5C2 adsorbed an 11 amino acid peptide
(residues 422 to 432) from a tryptic digest of gp120 (21),
however monoclonal antibody 5C2 was unable to recognize
this peptide coated onto wells of microtiter dishes 1 an
ELISA format (Nakamura et al., unpublished results).

To determine whether the CD4 blocking monoclonal
antibodies raised against MN-rgp120 recognized the corre-
sponding epitope 1n the C4 domain of MN-rep120, a series
of overlapping fragments, spanning the V4 and C4 domains
of HIV-1,,.- ep120, were prepared for expression 1n mam-
malian cells. A diagram of the fragments expressed 1s shown
in FIGS. 3A and 3B. The C4 domain fragments were
expressed as fusion proteins that incorporated the signal
sequence and amino terminal 25 amino acids of HSV-1
glycoprotein D as described above.

Plasmids directing the expression of the chimeric C4
domain fragments were transfected 1nto 293 cells, and their
expression was monitored by radioimmunoprecipitation
studies where a monoclonal antibody, 5B6, speciiic for the
mature amino terminus of glycoprotemn D was utilized. It
was found (FIG. 3B) that all of the fragments were
expressed and exhibited mobilities on SDS-PAGE gels
appropriate for their size. Thus fMN.368—408 (lane 1)
exhibited a mobility of 19 kD; fMN.368—451 (lane 2)
exhibited a mobility of 29 kD; fMN.419-433 (lane 3)
exhibited a mobility of 6 kD, and fMN.414-451 (lanec 4)

exhibited a mobility of 6.1 kD.
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The binding of monoclonal antibody 1024 to the recom-
binant fragments was then determined by ELISA (as
described in Example 1). It was found (FIG. 3A) that
monoclonal antibody 1024 reacted with the fragments that
contained the entire C4 domain of MN-rgp120 (IMN,.¢ 4515
fMN ,5..455), but failed to bind to a fragment derived from
the adjacent V4 domain (fMN;4¢_405) OF to another fragment
that contained V4 domain sequences and the amino terminal
half of the C4 domain (fMN;; ,.5). The fact that 1024

bound to the IMN,,, .-, and IMN,,, .45 fragments demon-
strated that the epitopes recognized by all of these mono-

clonal antibodies were contained entirely between residues
419 and 443 1n the C4 domain.

Residues Recognized by Monoclonal Antibodies that Block
Binding of MN-rgp120 to CD4

To 1dentity specific amino acid residues that might be part
of the epitopes recognized by these monoclonal antibodies,
the sequence of the C4 domain of MN-rgp120 was compared
to those of the gpl120s from the six other rgp120s that failed
to react with the CD4 blocking monoclonal antibodies (FIG.
4). It was noted that the sequence of MN-rgp120 was unique
in that K occurred at position 429 whereas the other rgp120s
possessed either E, G, or R at this position. Another differ-
ence was noted at position 440 where E replaced K or S. To
evaluate the significance of these substitutions, a series of
point mutations were 1ntroduced into the MN-rep120 gene
(FIG. 5). Plasmids expressing the mutant proteins were
transfected mnto 293s cells, and expression was verified by

radioimmunoprecipitation with a monoclonal antibody
(1034) directed to the V3 domain of MN-rgp120. Cell
culture supernatants were harvested and used for the mono-
clonal antibody binding studies shown 1n Table 6. To verily
expression, radio-immunoprecipitation studies using cell
culture supernatants from cells metabolically labeled with
[°>]S-methionine were performed using the 1024 mono-
clonal antibody specific for the C4 domain of MN-rgp120
(A) or the 1034 monoclonal antibody specific for the V3
domain of MN-rgpl120. Immune complexes were precipi-
tated with the use of fixed S. aureus and the adsorbed
proteins were resolved by SDS-PAGE. Proteins were visu-

alized by autoradiography. The samples were: Lane 1,
MN.419A; lane 2 MN.421A; lane 3 MN.429E; lane 4,

MN.429A; lane 5, MN.432A; lane 6, MN.440A; lane 7,
MN-rgpl120. The immunoprecipitation study showed that
1024 antibody binds well to all the variants except 3 and 4
which are mutated at residue 429. 1034 antibody was used
as a control and precipitates with anti-V3 antibodies.

The effect of these mutations on the binding of the CD4

blocking monoclonal antibodies was then evaluated by
ELISA as illustrated 1n Table 5, below.

TABLE 5

Binding of CD4 blocking monoclonal
antibodies to C4 domain mutants

Proteins/

MADbs 1024 1093 1096 1097 1110 1112 1127 5C2
MN-rgp120 1.0 1.0 1.0 1.0 1.0 1.0 1.0 0.05
MN-419A 1.11 110 094 1.21 0.78 095 1.10 ND
MN-421A 1.11 160 088 142 134 091 1.10 ND
MN-429E 0.03 0.07 0411 0.04 0.10 0.0 0.02 ND
MN-429A 0.10 0.07 0.14 0.04 0.09 0.11 0.05 ND
MN-432A 0.77 0.15 059 0.08 0.12 024 026 ND
MN-440A 1.06 1.13 1.08 0.87 112 1.0 1.3 ND
[IIB-rgp120 003 ND ND ND ND ND ND 1.0
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TABLE 5-continued

Binding of CD4 blocking monoclonal
antibodies to C4 domain mutants

Proteins/

MADs 1024 1093 1096 1097 1110 1112 1127 5C2
MN-423F ND ND ND ND ND ND ND 0.45
MN-423F, ND ND ND ND ND ND ND 1.09
429K

Data represent the relative binding of MAbs to the native and mutant

forms of rgp120. Values were calculated by dividing the binding
(determined by ELISA) of the CD4 blocking MADbs to the proteins indi-
cated by the values obtained for the binding of a V3 specific MAb (1034)

to the same proteins (as described in Example 1).

It was found that replacement of K,,, with an A residue
(MN.440A) had no effect on the binding of the 1024
monoclonal antibody or any of the other CD4 blocking
monoclonal antibodies (Table 5). The significance of K at

position 429 was then evaluated by substitution of either A
(MN.429A) or E (MN.429E) at this location. It was found

that the A for K substitution at position 429 (MN.420A)
markedly reduced the binding of the 1024 monoclonal
antibody and all of the other CD4 blocking monoclonal
antibodies (Table 5). Similarly, the replacement of E for K
(MN.429E) at this position totally abrogated the binding of
the 1024 monoclonal antibody and all of the other CD4
blocking monoclonal antibodies (Table 5). Several other
mutants were constructed to evaluate the role of positively
charged residues 1n the C4 domain. It was found that A for

K substitutions at positions 419 (MN.419A) and 421
(MN.421A) failed to interfere with the binding of any of the
CD4 blocking monoclonal antibodies as illustrated in Table

6, below.

TABLE 6

Correlation Between Antibody Binding Affinity
and Virus Neutralizing Activity

MADb Block K,, nM°® IC,,, nM*
10248 + 2.7 £ 0.9 0.4
1086°%% - 9.7 + 2.2 —
10938 + 9.9 + 2.6 3.3
1096°¢ + 10 + 6 12
1097¢ + 13.4 + 3.7 12
1110° + 12.1 + 1.7 12
1112° + 20 + 4.4 200
1127°¢ + 93 + 4 3.3
1086°% - 9.7 + 2.2 —
13H858 +P 22 + 6 —

“Blocked binding of rgp120 MN to CDA4.

®Blocked binding of rgp120 IIIb, not rgp120 MN, to CD4.

“Mean of four determinations calculated using the method of Scatchard
40)
gletrallzatmrl of HIV-1,¢ infectivity in vitro.
“Anti-rgp120 MN antibody.

'Did not neutralize HIV-1 infectivity.
SAnti-rgpl20 IIIb antibody.

However, when K at position 432 was replaced with A
(MN432.A), the binding of all of the CD4 blocking anti-
bodies was markedly reduced (Table 5). Interestmgly, the
binding of monoclonal antibody 1024 appeared less affected
by this substitution than the other monoclonal antibodies
(Table 5). Thus, these studies demonstrated that K,,, and
K5, were critical for the binding of all of the CD4 blocking
monoclonal antibodies, and that K, K-, and K, did not
appear to play a role 1n monoclonal antibody binding.
Amino Acids Recognized Monoclonal Antibodies that

Block Binding of IIIB-regp120 to CD4

10

15

20

25

30

35

40

45

50

55

60

65

50

The 1dentification of residues 429 and 432 as being part of
the epitope recognized by the MN-rgpl20 specific CD4
blocking monoclonal antibodies was particularly interesting
since this region was previously found to be implicated 1n
the binding of the 5C2 monoclonal antibody (21). The
properties of the 1024 like-monoclonal antibodies and the
5C2 monoclonal antibody differed from the C4 reactive
monoclonal antibodies described by other investigators (4,
43) in that the former appeared strain specific and the latter
were broadly cross reactive. To account for the strain speci-
ficity of these monoclonal antibodies, the sequence of the
cleven amino acid peptide of IIIB-rgp120 recognized by
monoclonal antibody 5C2 was compared to the correspond-
ing sequence of MN-rgpl120. It was found that the IIIB
protein differed from the MNB protein at positions 429
where K replaced E and at position 423 where I replaced F
(FIG. 5). Because it was known from previous studies (33)
that the 5C2 monoclonal antibody was unable to bind to
ogpl20 from two strains (i.c., NY-5 and JRcsf) that also
possessed E at position 423, 1t secemed unlikely that this
position could account for the strain specificity of 5C2.
Sequence comparison (FIG. §) also showed that gp120 from
HIV-1,,, was unique in that a phenylalanine residue
occurred at position 423 whereas the other six strains
examined possess an I at this position.

To determine whether residues 423 and/or 429 could
account for the type specificity of the 5C2 monoclonal
antibody, a mutant of MN-regpl120 was constructed which
incorporated an F for I replacement at position 423
(MN.423F). In addition, the MN-rgp120 mutant, MN.429E
(described above) was further mutagenized to incorporate a
F for I substitution at position 423 (MN.423F), thus resulting
in a double mutant (MN.423F,429E) whose sequence was
identical to that of IIIB-rgp120 within the 10 amino acid 5C2
epitope (FIG. 4). The expression of these mutants in 293s
cells was verified by radioimmunoprecipitation using rabbait
polyclonal antisera to MN-rgp120. When the binding of the
13HS8 monoclonal antibody to a set of mutants incorporating
substitutions at position 423 and 429 was examined, 1t was
found that none of the replacements etfected the binding of
this antibody (data not shown). When the 5C2 monoclonal
antibody was examined, 1t was found that the F for I
replacement (MN.423 F) conferred partial reactivity (Table
5). When the double mutant (MN.423F,429E), containing,
the F for I substitution as well as the E for K substitution was
tested, binding that was indistinguishable from that to IIIB-
rgpl120 was observed (Table 5). These results demonstrated
that F at position 423 and E at position 429 both play a role
in binding of the 5C2 monoclonal antibody, and suggest that
the strain specificity of 5C2 can be attributed to the residues
at these positions.

Examination of the sequences of gp120 from the various
clones of LAl that have been analyzed revealed that several
substrains of LAI differed from each other 1n the C4 domain.
Thus the sequences of the IIIB (30), Bru (46), and HXB3 (6)
clones of LAI were 1dentical at positions 423 and 429 where
F and E residues occurred respectively. However, the
sequence of the HXB2 substrain (36) differed from the
others at these positions where, like MN-regp120, K replaced
E and at position 423 where I replaced F (FIG. §5). Similarly,
the HX10 and BH10 substrains (36, 37) differed only at
position 423 where, like HIV-1,,.,, I replaced F. Based on the
mutagenesis experiments above, it would be predicted that
monoclonal antibody 1024 should be able to bind to gp120
from the HXB?2 substrain of LAI, but not the HXB3 sub-
strain. If I,,, was important for binding, then 1024 should
also bind the HX10 substrain.
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To test this hypothesis, the binding of monoclonal anti-
body 1024 to the surface cells infected with either IIIB,

HXB2, HXB3, and HX10 substrains of HIV-1, ,, was mea-
sured by flow cytometry. It was found that monoclonal
antibody 1024 was able to bind only HXB2 providing
further confirmation that residues 423 and 429 were 1mpor-

tant for the binding of this antibody. The fact that mono-
clonal antibody 1024 did not bind to HX10 imnfected cells

suggested that I, was not important for the binding of this
monoclonal antibody. Thus these studies demonstrate that
reactivity with the 1024 monoclonal antibody segregates
with the occurrence of F and E residues at positions 423 and
429, respectively, and shows that substrains of HIV-1,,;
differ from one another at a functionally significant epitope
in the C4 domain.

Neutralizing Activity of CD4 Blocking Antibodies Corre-
lates with their Binding Affinity

To account for the difference in virus neutralizing activity
between the CD4 blocking monoclonal antibodies, their
opl20 binding affinities were determined by competitive
binding of ['*°I]-labeled monoclonal antibody to rgpl20
(Table 6). Typical Scatchard these assay data from these
assays is shown in FIGS. 7(A to C). Linear, one-site binding
kinetics were observed for all the monoclonal antibodies to
MN-rgp120, suggesting that only a single class of sites was
recognized, and that there was no cooperativity between two
combining sites of each immunoglobulin molecule. It was
found (FIG. 7A, Table 6) that monoclonal antibody 1024,
which exhibited the most potent virus neutralizing activity
(IC5, of 0.08 ug per ml), possessed the lowest K, (2.7 nM).
In contrast (FIG. 7C, Table 6), monoclonal antibody 1112,
the antibody that exhibited the weakest virus neutralizing
activity (ICs, of 30 ug per ml) possessed the highest K, (20
nM). K s for six additional CD4-blocking monoclonal anti-
bodies raised against MN-rgpl20 were also determined
(Table 6). It was found that monoclonal antibodies that
possessed mtermediate K s similarly possessed intermediate
neutralization IC., values. To explore the relationship
between virus neutralizing activity and gpl20 binding
athinity, the data in Table 6 was plotted 1n several different
ways. It was found that when the K, of the monoclonal
antibodies was plotted as a function of the log of the IC.,,
a linear relationship was obtained (FIG. 8). Using this
analysis a correlation coefficient (r) of 0.97) was obtained.
Thus, this graph demonstrates that the virus neutralizing
activity of these monoclonal antibodies 1s directly propor-
tional to the gp120 binding affinity, and that the threshold for
neutralization at this epitope 1s defined by the slope of the
ograph 1n FIG. 8.

A similar analysis was performed with the non-
neutralizing CD4 blocking monoclonal antibodies to IIIB-
rgpl20, 5C2 and 13HS8. The binding curve for 13HS (FIG.
7C) showed that it bound to a single class of sites on
[HIB-rgp120 with a K, of 22 nM. The afhinity of 5C2 could
not be determined by this assay because at antibody con-
centrations greater than 5 nM, non-linear (reduced gp120
binding) was observed. This effect was suggestive steric
hindrance at these concentrations or negative cooperativity
between combining sites. The binding affinity was also
determined for the non-neutralizing, non-CD4 blocking
monoclonal antibody to MN-regp120, 1086. The fact that this
antibody exhibited a binding affinity similar (9.7 nM) to
many of the neutralizing monoclonal antibodies but falled to
inhibit infectivity, proves that high antibody binding affinity
alone 1s not suflicient for neutralization.

Effect of C4 Domain Mutants on CD4 Binding,

Finally, the CD4 binding properties of the series of

MN-rgp120 mutants, constructed to localize the C4 domain
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epitopes, were measured 1n a qualitative
co-immunoprecipitation assay. In these studies the ability of
the mutagenized MN-rgpl20 wvariants to
co-immunoprecipitate CD4 was evaluated as described pre-
viously (21) in a qualitative co-immunoprecipitation assay
similar to that described previously (19). Briefly, 293 cells,
transfected with plasmids directing the expression of
MN-rgp120 variants described 1n FIG. §, were metabolically
labeled with [°°S]-methionine, and the growth conditioned
cell culture supernatants were incubated with rsCD4. The
resulting rsCD4:gp120 complexes were then immunopre-
cipitated by addition of the CD4 specific monoclonal
antibody, 465 (A) or a positive control monoclonal antibody
(1034) directed to the V3 domain of MN-rgp120 (B). The
immunoprecipitated proteins were resolved by SDS-PAGE

and visualized by autoradiography as described previously
(3). The samples were: Lane 1, MN.419A; lane 2,

MN.421A; lane 3, MN.429E; lane 4, MN.429A; lane 5,
MN.432A; lane 6, MN.440A; lane 7, MN-rgpl120. The gel
showed that the mutants that block antibody binding do not
block binding of CD4. Therefore, the antibodies do not bind
to the gp120 CD4-binding contact residues. This indicates
that steric hinderance may inhibit antibody binding, rather
than that the antibodies bind directly to the CD4 contact
residues to inhibit binding.

It was found that all of the variants 1n which apolar A
residue was substituted for the charged K or E residues (e.g.,
MN.419A, MN.421A, MN.432A, and MN.440A) were still
able to co-immunoprecipitate rsCD4. Similarly, the replace-

ment of E for K at position 429 (MN.429E), the replacement
of F for I at position 423 (MN.423F) or the mutant which
incorporated both mutation (MN.423F,429E) also showed
no reduction 1n their ability to co-immunoprecipitate rsCD4.
Thus, radical amino acid substitutions at five positions failed
to affect the binding of gpl120 to CD4. These results were
consistent with previous studies (5, 21, 34) where it was
found that only a few of the many mutations that have been
induced 1n this region effected CD4 binding.

This study indicates that neutralizing epitopes 1n the C4
domain have now been found to be located between about
residues 420 and 440. In addition, the critical residues for
antibody binding are residues 429 and 432.

EXAMPLE 2

Identification of V2 Neutralizing Epitopes

The procedures described in Example 1 were used to map
epitopes 1n the V2 region of gpl20. Table 7 illustrates the
results of mutagenicity studies to map V2 neutralizing
epitopes. In the table, the columns indicate the comparison
of binding of the monoclonal antibodies with wild type
(WT) gpl120 in comparison to various mutations of gp120
using standard notation. For example, “G171R” indicates
that the glycine (G) at residue 171 has been replaced by an
arginine (R). “172A/173A” indicates that the residues at 172
and 173 have been replaced by alanine. The neutralizing
monoclonal antibodies tested (MADbs) are listed in the rows.
The numerical values 1n the table are the optical density
value of an ELISA assay performed as described in Example
1 to measure the amount of antibody binding. The under-
lined values 1ndicate significantly reduced binding, indicat-
ing the substituted residue 1s critical for binding of the
antibody.
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TABLE 7

G171R,  172A/ 187V/
MAbs WT  M174V  173A E187V 188S
6E10 1.00 0.10 1.28 0.60 0.25
1017 1.00 0.70 1.10 0.87 0.04
1022 1.00 0.80 .10 1.00 0.00
1028 1.00 0.90 1.18 1.07 0.04
1029 1.00 0.83 1.16 1.01 0.16
1019 1.00 0.13 1.30 0.75 0.74
1027 1.00 0.00 1.20 0.80 0.64
1025 1.00 0.69 0.00 0.00 0.83
1088 1.00 0.73 1.12 0.94 0.03
13H8 1.00 0.77 0.78 0.48 0.65

172A/

MAbs WT 177A 173A 188A 183A
6E10 1.00 0.36 0.52 0.64 0.43
1017 1.00 0.77 0.77 0.76 0.11
1022 1.00 0.86 0.72 0.14 0.00
1028 1.00 0.93 0.78 0.49 0.04
1029 1.00 0.88 0.85 0.53 0.16
1019 1.00 0.16 0.00 0.41 0.44
1027 1.00 0.00 0.02 0.41 0.49
1025 1.00 0.75 0.0 0.83 0.72
1088 1.00 0.77 0.77 0.53 0.00
13H8 1.00 0.72 0.72 0.53 0.60

As 1llustrated 1n Table 7, the study demonstrated that there
are a series of overlapping neutralizing epitopes from been
found to be located in the V2 region (residues 163 through
200), with most of the epitopes located between residues 163
and 200. In addition, the study indicates that the critical

residues in the V2 domain for antibody binding are residues
171, 173, 174, 177, 181, 183, 187, and 188.

EXAMPLE 3

Immunization Studies

opl120 from the MN, GNE,, and GNE, . strains of HIV
was prepared by amplifying the gene from each 1solate and
cloning and expressing the gene in CHO cells as described
in Berman et al., J. Virol. 66:4464-4469 (1992). Briefly, the
opl60 gene was amplified with two rounds of amplification
using the following nested primers according to the protocol
by Kellog et al., pp 337-347 mn PCR Protocols: a guide to
methods and amplification. Innis et al. (eds.) Academic
Press, Inc., New York.

First round primers:
AATAATAGCAATAGTTGTGTGGWCC (W 1s A or T)
ATTCTTTCCCTTAYAGTAGGCCATCC (Y 1s T or C)

Second round primers:

GGGAATTCGGATCCAGAGCAGAAGA-
CAGTGGCAATGA

GTCAAGAATTCTTATAGCAAAGCCCTTTCCAA
The primers are SEQ. ID. NOs. 31-34. Each gene 1s then
digested with the restriction endonucleases Kpnl and Accl.
The resulting fragment was subcloned into the Bluescript (+)
phagemid M13 vector (Stratagene, Inc.) and sequenced by
the dideoxynucleotide method (Sanger et al., Proc. Natl.
Acad. Sci. USA 74:5463-5467 (1977)).

A fragment of the gp120 coding region was then used to
construct a chimeric gene for expression 1n mammalian
cells, as described 1n Lasky et al., Science 223:209-212
(1986). The 5' end was fused to a polylinker adjacent to a
simian virus 40 (SV40) promoter and the 3' end was fused
to a polylinker adjacent to the 3' untranslated sequences
containing an SV40 polyadenylation signal. The expression
vector (MN-rgp120) was co-transfected in CHO cells defi-
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cient 1n production of the enzyme dihydrofolate reductase,
along with a plasmid (pSVdhir) containing a cDNA encod-
ing the selectable marker, dihydrofolate reductase. Cell lines
expressing MN-rep120 were 1solated as described 1n Lasky
et al., Science 223:209-212 (1986). The recombinant gly-
coprotein was puriiied from growth-conditioned cell culture
medium by immunoathinity and 1on exchange chromatogra-

phy as described in Leonard et al., J. Biol Chem.
265:10373-10382 (1990).

opl20 from the GNE; and GNE,, strains of HIV 1s
prepared 1n the same manner as described for the MN
1solate.

MN-rgp120 (300 wpg/injection), GNEg-rgp120 (300
ug/injection), and GNE, .-rgp120 (300 ug/injection) are pre-
pared in an aluminum hydroxide adjuvant (as described in
Cordonnier et al., Nature 340:571-574 (1989)). Six chim-
panzees are 1njected at 0, 4, and 32 weeks. Sera are collected
and assayed for neutralizing antibody to each strain of HIV
at the time of each immunization and three weeks thereafter.
At 35 weeks, each of the chimpanzees has significant levels
of neutralizing antibodies to each strain.

At 35 weeks, the chimpanzees are randomly assigned to
three groups. Each group is challenged with about 10 50%
chimpanzee-infectious doses (CID,,) each of one of the
vaccine 1solates. One unimmunized chimpanzee (control) is
also 1njected with the same amount of virus as the 1mmu-
nized chimpanzees for each vaccine strain.

Sera are drawn every two weeks throughout the study and
assayed for antibodies to HIV core proteins and for the
presence of HIV by PCR amplification and co-cultivation of
peripheral blood mononuclear cells (PBMCs) from the
chimpanzee together with activated human or chimpanzee
PBMCs. The presence of antibodies to core proteins 1ndi-
cates the presence of viral infection as does the detection of
amplified viral DNA or viral infection of co-cultivated cells.

The presence of virus 1s detected by PCR and
co-cultivation methods 1n each unimmunized control animal
between weeks 2 and 4 post challenge. Antibodies to core
proteins appear 1n the control chimpanzees at six weeks post
challenge. Neither virus nor antibodies are at detectable
levels 1in any of the immunized chimpanzees at one year post
challenge, indicating that the vaccine effectively protects the
chimpanzees from infection from each of the challenge
strains.
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SEQUENCE LISTING

(1) GENERAL INFORMATION:

(111) NUMBER OF SEQUENCES: 33

(2) INFORMATION FOR SEQ ID NO:1:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 511 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:1l:

Met Arg Val Lys Gly Ile Arg Arg Asn Tyr

Gly

Leu

Thr

His

65

Gln

Asn

Gln

Asn

Asn
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Asn

Glu

Ser

Ala

Pro
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Thr
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Thr
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Thr
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Leu
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Thr
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INFORMATION FOR SEQ ID NO:2:
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Lys

Phe

Glu

Asn

Asn

405

Lys

Pro

Leu

Tle

Leu

485

Thr

Lys
310

Ile

Trp

Tle

Thr
390

Asn

Gln

Pro

Leu

Phe

470

Tyr

59

295

Arg

Asn
Asn
val
375
Ser
Thr
Tle

Tle

Thr
455

Ala

Tle

Gly

Asp

Lys

360

Met

Pro

Thr

Tle

Glu

440

Pro

His

Thr

Thr

345

Thr

His

Leu

Gly

Asn

425

Gly

Asp

Gly

Arg
505

(1) SEQUENCE CHARACTERISTICS:

(&)
(B)
(C)
(D)

LENGTH:
TYPE:
STRANDEDNESS: single
TOPOLOGY :

amino acid

linear

Tle

Ile

330

Leu

Tle

Ser

Phe

Ser

410

Met

Gln

Gly

Gly

vVal

490

Arg

501 amino acids

Gly

315

Arqg

Arqg

Val

Phe

Asn

395

Asn

Trp

Tle

Gly

Gly

475

Val

vVal

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:2:

Tyr Ala Leu Ala Asp Ala Ser Leu Lys Met

Arg

Trp

Tyr

50

Thr

Phe

Ile

Leu

Asn
130

Gly

Lys

35

Asp

Asp

Asn

Ser

Cys

115

Asn

Lys

20

Glu

Thr

Pro

Met

Leu

100

val

Ser

5

Asp

Ala

Glu

Asnh

Trp

85

Trp

Thr

Thr

Leu

Thr

Ala

Pro

70

Asp

Leu

Asp

Pro

Thr

His

55

Gln

Asn

Gln

Asn

Asn
135

Val

Thr

40

Asn

Glu

Asn

Ser

Cys

120

Asn

Leu

25

Leu

val

val

Met

Leu

105

Thr

Asn

10

Asp

Phe

Trp

Glu

val

90

Asp

Ser

Gln

Cys

Ala

Leu

75

Glu

Pro

Leu

6,042,336

—continued

300

Pro

Gln

Gln

Phe

Asn

380

Ser

Asn

Gln

Arg

Glu

460

Asp

Thr

val

Ala

Leu

Ala

Thr

60

val

Gln

Ser
140

Gly

Ala

Tle

Asn

365

Tle

Asn

Cys
445
Asp
Met

Ile

Gln

Leu

Ser

45

His

Asn

Met

val

Asn

125

Glu

Arg

His

Val

350

Pro

Gly

Trp

Tle

vVal

430

Ser

Thr

Arg

Glu

Arg
510

Pro

Glu

30

Asp

Ala

val

His

Lys

110

Thr

Gly

Ala

Cys

335

Ser

Ser

Gly

Asn

Thr

415

Gly

Ser

Asp

Asp

Pro

495

Glu

Asn
15
val

Ala

Thr

Glu

95

Leu

Thr

Thr

Phe
320

Ile

Ser

Glu

Gly

400

Leu

Asn

Thr

Asn

480

Leu

Arg

Pro

Val

Glu

80

Asp

Thr

Asn

Tle

60



Lys

145

Gly

Glu

Thr

Pro

Asp

225

Gln

Asn

Thr

Tle

Gly

305

Arqg

Arqg

Val

Phe

Asn

385

Asn

Trp

Tle

Gly

Gly

465

Val

Val

(2) INFORMATION FOR SEQ ID NO:3:

Gly

Asp

Pro

Ser

Tle
210

Gly

Asp

Asn

2590

Pro

Gln

Gln

Phe

Asn

370

Ser

Asn

Gln

Arg

Glu

450

Asp

Thr

val

Gly

Tle
vVal

195

His

Thr

Ser

Asn

275

Gly

Ala

Tle

Asn

355

Tle

Asn

Cys
435
Asp
Met

Tle

Gln

Glu

Met

Asp

180

Ile

Phe
His
Leu
260

Ala

Thr

His

val
340

Pro

Gly

Trp

Ile

val

420

Ser

Thr

Arg

Glu

Arqg
500

Met
Gln
165

Asn

Thr

Ser
Gly
245

Ala

Ala

Cys

325

Ser

Ser

Gly

Asn

Thr

405

Gly

Ser

Asp

Asp

Pro

485

Glu

61

Lys

150

Asp

Gln

Ala

Gly

230

Tle

Glu

Thr

Pro

Phe

310

Tle

Ser

Glu

Gly
390

Leu

Asn

Thr

Asn
470

Leu

Asn

Glu

Ser

Ala

Pro

215

Arqg

Glu

Tle

Asn

295

Ile

Leu

Gly

Phe

375

Asn

Gln

Ala

Tle

Asn

455

Trp

Gly

Thr

Cys

200

Ala

Gly

Pro

Glu

Tle

280

Thr

Ser

Gly
360
Phe

Asn

Met
Thr
440
Asp

Arg

val

Ser

Ala

Ser

185

Pro

Gly

Ser

vVal

vVal

265

Val

Asn

Thr

Arqg

Glu
345

Asp

Tyr
425
Gly
Thr

Ser

Ala

(1) SEQUENCE CHARACTERISTICS:

(x1) SEQUENCE DESCRIPTION: SEQ ID

(&)
(B)
(C)
(D)

LENGTH:
TYPE:
STRANDEDNESS
TOPOLOGY :

amino acid
single
linear

28 amino acids

Phe
Leu
170

Tyr

val
250
val

His

Ala
330
Gln

Pro

Trp

Ile

410

Ala

Leu

Glu

Glu

Pro
490

Asn

155

Leu

Arg

Ile

Ala

Lys

235

Ser

Tle

Leu

Asn

315

Phe

Glu

Asn

Asn

395

Pro

Leu

Ile

Leu

475

Thr

NO:3:

6,042,336

—continued

Tle

Tyr

Leu

Ser

Tle

220

Asn

Thr

Arg

Lys
300
Tle

Trp

Tle

Thr

380

Asn

Gln

Pro

Leu

Phe
460

Thr

Lys

Tle

Phe

205

Leu

val

Gln

Ser

Glu
285

Asn

Asn

vVal

365

Ser

Thr

Ile

Tle

Thr

445

Arg

Ala

Thr

Leu

Ser

190

Glu

Ser

Leu

Glu

270

Ser

Tle

Gly

Asp

Lys

350

Met

Pro

Thr

Ile

Glu

430

Arg

Pro

Ser
Asp

175

Pro

Thr

Leu

255

Asp

val

His

Thr

Thr

335

Thr

His

Leu

Gly

Asn

415

Gly

Asp

Gly

Arg
495

Tle

160

Ile

Asn

Ile

Asn

val

240

Leu

Phe

Gln

Tle

Tle

320

Leu

Tle

Ser

Phe

Ser

400

Met

Gln

Gly

Gly

val
480

Arg

62



6,042,336
63

—continued

Cys Lys Ile Lys Gln Ile Ile Asn Met Trp Gln Lys Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:4:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:4:

Cys Arg Ile Lys Gln Phe Ile Asn Met Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Ser Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:5:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:5:

Cys Arg Ile Lys Gln Ile Ile Asn Met Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Lys Gly Gln Ile Arg Cys
20 25
(2) INFORMATION FOR SEQ ID NO:6:
(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:6:

Cys Arg Ile Lys Gln Ile Ile Asn Met Trp Gln Gly Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Asn Cys
20 25
(2) INFORMATION FOR SEQ ID NO:7/:
(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:7:

Cys Arg Ile Lys Gln Ile Ile Asn Arg Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Ile Tyr Ala Pro Pro Ile Ser Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:8:

(1) SEQUENCE CHARACTERISTICS:
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6,042,336
65

—continued

(A) LENGTH: 28 amilno acids
(B) TYPE: amino acid

(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:8:

Cys Arg Ile Lys Gln Ile Val Asn Met Trp Gln Arg Val Gly Gln Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Lys Gly Val Ile Lys Cys
20 25

(2) INFORMATION FOR SEQ ID NO:9:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amilno acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:9:

Cys Lys Ile Lys Gln Ile Ile Asn Met Trp Gln Gly Ala Gly Gln Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Ser Gly Thr Ile Asn Cys
20 25

(2) INFORMATION FOR SEQ ID NO:10:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:10:

Cys Arg Ile Lys Gln Phe Ile Asn Met Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Ser Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:11l:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:11:

Cys Lys Ile Lys Gln Ile Ile Asn Met Trp Gln Lys Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Ser Gly Gln Ile Arg Cys
20 25
(2) INFORMATION FOR SEQ ID NO:1Z2:
(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:12:

Cys Arg Ile Lys Gln Ile Ile Asn Met Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Ser Gly Gln Ile Arg Cys
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67

—continued

20 25

(2) INFORMATION FOR SEQ ID NO:13:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:13:

Cys Lys Ile Lys Gln Ile Ile Asn Met Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:14:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 92 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:14:

Ser

Glu

Gly

Leu

Lys

65

Asn

Gly Gly Asp Pro Glu Ile

Phe

Asn

Gln

50

Ala

Tle

Phe

Asn
35

Met

Thr

5

Tyr Cys
20

Thr Trp
Lys Ile

Tyr Ala

Gly Leu
85

Asn

Asn

Lys

Pro

70

Leu

Thr

Asn

Gln

55

Pro

Leu

val Met His

Ser

Thr

40

Tle

Tle

Thr

Pro

25

Thr

Tle

Glu

10

Leu

Gly

Asn

Gly

Asp
90

Ser

Phe

Ser

Met

Gln

75

Gly

Phe

Asn

Asn

Trp

60

Ile

Gly

Asn Cys

Ser Ile
30

Asn Asn
45

Gln Lys

Arg Cys

Gly
15

Trp
Tle

val

Ser

Gly

Asn

Thr

Gly

Ser
80

(2) INFORMATION FOR SEQ ID NO:15:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:15:

Cys Lys Ile Lys Gln Ile Ile Asn Met Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:16:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:16:

Cys Lys Ile Lys Gln Ile Ile Asn Met Trp Gln Ala Val Gly Lys Ala
1 5 10 15
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69

—continued

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:17:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:17:

Cys Ala Ile Lys Gln Ile Ile Asn Met Trp Gln Lys Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:18:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:18:

Cys Lys Ile Ala Gln Ile Ile Asn Met Trp Gln Lys Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:19:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amilno acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:19:

Cys Lys Ile Lys Gln Ile Ile Asn Met Trp Gln Lys Val Gly Ala Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:20:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:20:

Cys Lys Ile Lys Gln Ile Ile Asn Met Trp Gln Lys Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Ala Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:Z21:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear
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71

—continued

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:21:

Cys Arg Ile Lys Gln Phe Ile Asn Met Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Ser Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:22:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:22:

Cys Lys Ile Lys Gln Phe Ile Asn Met Trp Gln Lys Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:23:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 28 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:23:

Cys Lys Ile Lys Gln Phe Ile Asn Met Trp Gln Glu Val Gly Lys Ala
1 5 10 15

Met Tyr Ala Pro Pro Ile Glu Gly Gln Ile Arg Cys
20 25

(2) INFORMATION FOR SEQ ID NO:24:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 18 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:24:

Phe Ile Asn Met Trp Gln Glu Val Gly Lys Ala Met Tyr Ala Pro Pro
1 5 10 15

ITle Ser

(2) INFORMATION FOR SEQ ID NO:25:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:25:
Met Trp Gln Glu Val Gly Lys Ala Met Tyr Ala Pro
1 5 10
(2) INFORMATION FOR SEQ ID NO:26:
(1) SEQUENCE CHARACTERISTICS:

(A) LENGTH: 14 amino acids
(B) TYPE: amino acid
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(x1) SEQUENCE DESCRIPTION: SEQ ID NO:26:

73

(C) STRANDEDNESS:
(D) TOPOLOGY :

single
linear

6,042,336

—continued

Gly Lys Ala Met Tyr Ala Pro Pro Ile Lys Gly Gln Ile Arg

1

5

(2) INFORMATION FOR SEQ ID NO:27:

ATG
Met

GGC
Gly

TTG
Leu

ACC
Thr

CAT
His
65

CAA
Gln

AAT
Asn

CAA
Gln

AAT
Asn

GGA
Gly
145

ACA
Thr

CTT
Leu

AGT
Ser

GAG
Glu

(1) SEQUENCE CHARACTERISTICS:

10

(A) LENGTH: 2552 base pairs
(B) TYPE: nucleic acid

(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: DNA (genomic)

(ix) FEATURE:
(A) NAME/KEY: CDS
(B) LOCATION:

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:27:

ATA
Tle

ACC
Thr

TGG
Trp

ACT
Thr
50

AAT
Asn

GAA
Glu

AAC
Asn

AGC
Ser

TGC
Cys
130

AAG

AGT
Ser

GAT
Asp

TGT

CCA
Pro

GTG
val

ATG
Met

G'ITC
val
35

CTA
Leu

G'IT
val

ATA
Tle

ATG
Met

TTA
Leu
115

ACT
Thr

ATG
Met

ATA
ITle

GTA
val

AAC

Asn
195

ATT
Tle

AAG
Lys

CTC

Leu
20

ACA
Thr

TTT
Phe

TGG
Trp

GGA
Gly

GTA
val
100

AAG

GAT
Asp

GAG
Glu

AGA
Arqg

GTA
val
180

ACC
Thr

CCC
Pro

GGG
Gly
5

CTT

Leu

GTC
val

TGT

GCC
Ala

TTG
Leu
85

GAA
Glu

CCA
Pro

TTG
Leu

AGA

GAT
Asp
165

CCA
Pro

TCA
Ser

ATA
Tle

ATC
Tle

GGG
Gly

TAT

GCA
Ala

ACA
Thr
70

GAA
Glu

CAG
Gln

GGA
Gly
150

AAG

ATA
Tle

GTC
val

CAT
His

1..2552

AGG
Arg

ATG
Met

TAT

TCA

Ser
55

CAT

His

AAT
Asn

ATG
Met

GTA
val

AAT
Asn
135

GAA
Glu

ATG
Met

GAT
Asp

ATT
Tle

TAT

AAG
Lys

TTG
Leu

GGG
Gly
40

GAT

Asp

GCC
Ala

GTA
val

CAT
His

Lys
120

GCT
Ala

ATA
ITle

AAG

AAT
Asn

ACA
Thr
200

TGT

AAT
Asn

ATG
Met
25

GTA
val

GCT
Ala

TGT
Cys

ACA
Thr

GAG
Glu
105

TTA
Leu

ACT
Thr

Lys

AAT
Asn

GAT
Asp
185

CAG
Gln

GCC
Ala

TGT
Cys
10

ATC
Tle

CCT
Pro

GTA
val

GAA
Glu
90

GAT
Asp

ACC
Thr

AAT
Asn

AAC
Asn

GAA
Glu
170

AAT
Asn

GCC
Ala

CCG
Pro

CAG
Gln

TGT

GTG
val

GCA
Ala

CCC
Pro
75

AAT
Asn

ATA
Tle

CCA
Pro

ACC
Thr

TGC
Cys
155

TAT

ACT
Thr

TGT

GCT
Ala

CAC
His

AGT
Ser

TGG
Trp

TAT
Tyr
60

ACA
Thr

TTT
Phe

ATC
Tle

CTA
Leu

ACT
Thr
140

TCT
Ser

GCA
Ala

AGC
Ser

CCA
Pro

GGT
Gly

TTG
Leu

GCT
Ala

Lys
45

GAT
Asp

GAC
Asp

AAC
Asn

AGT
Ser

TGT
Cys
125

AGT
Ser

TTC
Phe

CTT
Leu

TAT

AAG
Lys
205

TTT
Phe

TGG
Trp

GCA
Ala
30

GAA
Glu

ACA
Thr

CCC
Pro

ATG
Met

TTA

Leu
110

GITT
val

AGC
Ser

AAT
Asn

TTT
Phe

AGG
Arg
150

G'TG
val

GCG
Ala

AGA
Arg
15

GAA
Glu

GCA
Ala

GAG
Glu

AAC
Asn

TGG
Trp
95

TGG
Trp

ACT
Thr

AGC
Ser

GTC
val

TAT
Tyr
175

TTG
Leu

TCC
Ser

ATT
Tle

TGG
Trp

ACC
Thr

GTA
Val

CCA
Pro
80

GAT
Asp

TTA
Leu

TGG
Trp

ACC
Thr
160

ATA
Tle

TTT
Phe

CTA
Leu

418

96

144

192

240

288

336

384

432

480

528

576

624

672
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AAG
Lys
225

AGC
Ser

CTG
Leu

GCC
Ala

TCT
Ser

ATA
Tle
305

GGA
Gly

AAT
Asn

ACA
Thr

CAC
His

CTG
Leu
385

GGG
Gly

CAA
Gln

CCC
Pro

TTA
Leu

GGA
Gly
165

TTC
Phe

GTG

210

TGT

ACA
Thr

CTG
Leu

AAT
Asn

GTA
val
290

CAT

His

GAC
Asp

ACT
Thr

ATA
Tle

AGT

Ser
370

TTT
Phe

TCA
Ser

ATT
Tle

ATA
Ile

ACA
Thr
450

GGA
Gly

GTA
val

AGA

CTT
Leu

ACG

AGA

GTA
val

TTA
Leu

TTC
Phe
275

GAA
Glu

ATA
Tle

ATA
Tle

TTA
Leu

GTC
val
355

TTT
Phe

AAT
Asn

AAT
Asn

ATA
Tle

AGA
Arqg
435

AGA

Arg

GGA
Gly

GTA
val

GTG
val

GGG
Gly
515

CTG

GAT
Asp

CAA
Gln

AAT

Asn
260

TCG

Ser

ATT
Tle

GGA
Gly

AGA
Arqg

Lys
340

TTT
Phe

AAT
Asn

AGT
Ser

GAC
Asp

AAC
Asn
420

GGA
Gly

GAT
Asp

GAT
Asp

Lys

ATG
Met
500

TTC
Phe

ACG

TGT
Cys
245

GGC
Gly

GAC
Asp

AAT
Asn

CCA
Pro

CAA
Gln
325

CAG
Gln

AAT
Asn

TGT

ACT
Thr

ACT
Thr
405

ATG
Met

CAA
Gln

GGT
Gly

ATG
Met

ATT
Tle
485

CAG
Gln

TTG
Leu

GTA

AAG
Lys
230

ACA
Thr

AGT
Ser

AAT
Asn

TGT

GGG
Gly
310

GCA
Ala

ATA
Ile

CAC
His

GGA
Gly

TGG
Trp
390

GGA
Gly

TGG
Trp

ATT
Ile

GGT
Gly

AGG
Arg
470

GAA
Glu

AGA

GGA
Gly

CAG

75

215

TTC
Phe

CAT
His

TTA
Leu

GCT
Ala

ACA
Thr
295

AGA

Arg

CAT
His

GTT
val

TCC
Ser

GGG
Gly
375

AAT
Asn

AGA
Arg

CAG
Gln

AGA

AAT
Asn
455

GAC
Asp

CCA
Pro

GAA
Glu

GCA
Ala

GCC

AAC
Asn

GGA
Gly

GCA
Ala

Lys
280

AGA

Arg

GCA
Ala

TGT

ACA
Thr

TCA
Ser
360

GAA
Glu

TAT

AAT
Asn

GAA
Glu

TGC
Cys
440

AAC

Asn

AAT
Asn

TTA
Leu

GCA
Ala
520

AGA

GGA
Gly

ATT
Ile

GAA
Glu
265

ACC
Thr

CCC
Pro

TTT
Phe

AAC
Asn

Lys
345

GGA
Gly

TTT
Phe

ACT
Thr

ATC
Tle

GTA
val
425

TCA

Ser

AGC
Ser

TGG
Trp

GGA
Gly

AGA
Arg
505

GGA
Gly

CTA

ACA
Thr

AGG
Arg
250

GAA
Glu

ATA
Tle

AAC
Asn

TAT

CTT
Leu
330

TTA

Leu

GGG
Gly

TTC
Phe

TAT

ACA
Thr
410

GGA
Gly

TCA
Ser

GAA
Glu

AGA
Arg

GTA
val
490

GCA
Ala

AGC
Ser

TTA

GGA
Gly
235

CCA
Pro

GAA
Glu

ATA
Tle

AAC
Asn

GCA
Ala
315

AGT
Ser

AGA
Arqg

GAC
Asp

TAC
Tyr

ACT
Thr
395

CTC
Leu

Lys

AAT
Asn

ACC
Thr

AGT

Ser
475

GCA
Ala

GTG
val

ACT
Thr

TTG

6,042,336

—continued

220

CCA
Pro

GTA
val

GTA
val

GTA
val

AAT
Asn
300

ACA
Thr

AGC
Ser

GAA
Glu

CCA
Pro

TGT
Cys
380

TGG

Trp

CAA
Gln

GCA
Ala

ATT
ITle

GAG
Glu
460

GAA
Glu

CCC
Pro

GGA
Gly

ATG
Met

TCT

TGT

GTA
val

GTA
val

CAG
Gln
285

ACA
Thr

GGA
Gly

ACA
Thr

CAT
His

GAA
Glu
365

AAT

Asn

AAT
Asn

TGC

ATG
Met

ACA
Thr
445

ATC
Tle

TTA
Leu

ACC
Thr

ATA
Tle

GGC
Gly
525

GGT

ACA
Thr

TCA
Ser

ATT
Tle
270

CTG
Leu

AGA
Arg

GAA
Glu

TTT
Phe
350

ATT
Tle

ACA
Thr

AAT
Asn

AGA
Arg

TAT
Tyr
430

GGG
Gly

TTC
Phe

TAT

GGA
Gly
510

GCA
Ala

ATA

AAT
Asn

ACT
Thr
255

AGA
Arg

AAC
Asn

AGA
Arg

ATA
Tle

TGG
Trp
335

AAT
Asn

GTA
val

ACA
Thr

ACT
Thr

ATA
Tle
415

GCC
Ala

CTG
Leu

GCA
Ala
495

GCT
Ala

GCG
Ala

GTG

GTC
val
240

CAA
Gln

TCT
Ser

GAA
Glu

AGT
Ser

ATA
Tle
320

AAT
Asn

ATG
Met

CCA
Pro

GAA
Glu
400

CCT
Pro

CTA
Leu

CCT
Pro

TAT
Tyr
480

AAG

GTG
val

TCA
Ser

CAA

720

768

816

864

912

960

1008

1056

1104

1152

1200

1248

1256

1344

1352

1440

1488

1536

1584

1632

76



Val

CAG
Gln
545

CAA
Gln

GTG
val

TCT
Ser

AGT
Ser

TGG
Trp
625

GAA
Glu

TTA
Leu

CTG
Leu

TTA
Leu

GGA
Gly
705

CTC
Leu

GAC
Asp

GAC
Asp

CTC
Leu

GAA
Glu
785

CTA

Leu

GC'T
Ala

GCT
Ala

Thr
530

CAG
Gln

CTC
Leu

GAG
Glu

GGA
Gly

AAT
Asn
610

GAA
Glu

GAA
Glu

GAT
Asp

TGG
Trp

AGA
Arg
690

TAC

GAC
Asp

AGA
Arg

CTG
Leu

TTG
Leu
770

GCC
Ala

AAG

GAG
Glu

ATT
Tle

Leu

AAC
Asn

ACA
Thr

595

AGA
Arg

TCG
Ser

TAT
Tyr
675

ATA
Tle

TCA
Ser

AGG
Arg

TCC
Ser

CGG
Arg
755

ATT
Tle

CTC
Leu

AAT
Asn

GGA
Gly

CTC

Leu
835

Thr

AAT
Asn

GTC
val

TAC
Tyr
580

CTC
Leu

TCT
Ser

GAA
Glu

CAG
Gln

TGG
Trp
660

ATA
Tle

GTT
val

CCA
Pro

CCC
Pro

AGT
Ser
740

AGC
Ser

GCA
Ala

AGT
Ser

ACA
Thr
820

CAC
His

val

TTG
Leu

TGG
Trp
565

CTA
Leu

ATC
Tle

CTG
Leu

ATT
Tle

AAC

Asn
645

GCA
Ala

TTT
Phe

TTA
Leu

GAA
Glu
725

CGA

Arg

CTG
Leu

GCG
Ala

TAT

GCT
Ala
805

GAT

Asp

ATA
Tle

77

Gln

CTG
Leu
550

GGC
Gly

AAG

TGC
Cys

GAT
Asp

GAC
Asp
630

CAA
Gln

AGT
Ser

ATA
Tle

ACT
Thr

TCG
Ser
710

GGA
Gly

TTA
Leu

TGC

AGG
Arg

TGG
Trp
790

GTT
val

AGG

CCC
Pro

Ala
535

AGG

ATC
Tle

GAT
Asp

ACC
Thr

AMAG
Lys
615

AAT
Asn

CAA
Gln

TTG
Leu

TTC
Phe

GTA
val
695

TTC
Phe

ACC
Thr

GTG
val

CTC
Leu

ATT
Tle
775

TGG

Trp

AGC
Ser

GTT
val

ACA
Thr

GCT
Ala

AAG

CAA
Gln

ACT
Thr
600

ATT
ITle

TAC

GAA
Glu

TGG
Trp

ATA
Tle
680

CTT
Leu

CAG
Gln

GAA
Glu

GAT
Asp

TTC
Phe
760

G'TG
val

AAT
Asn

TTG
Leu

ATA
Tle

CGA
Arg
840

Leu

ATT
Tle

CAG
Gln

CAG
Gln
585

GCT
Ala

TGG
Trp

ACA
Thr

AAT
Asn
665

ATG
Met

TCT
Ser

ACC
Thr

GAA
Glu

GGA
Gly
745

AGC
Ser

GAA
Glu

CTC
Leu

CTC
Leu

GAA
Glu
825

ATA
Tle

Leu

GAG
Glu

CTC
Leu
570

CTC
Leu

GTG
val

GAT
Asp

AGC
Ser

AAT

Asn
650

TGG

Trp

ATA
Tle

ATA
Tle

CAC
His

GAA
Glu
730

T'TC
Phe

TAC

CTT
Leu

CTA
Leu

AAT
Asn

810
ATA
Tle

AGA

Leu

GCC
Ala
555

CAG
Gln

CTG
Leu

CCT
Pro

AAC
Asn

TTA
Leu
635

GAA
Glu

TTT
Phe

GTA
val

GTG
val

CTC
Leu
715

GGT
Gly

TTA
Leu

CAC
His

CTG
Leu

CAG
Gln
795

GCC
Ala

GTA
val

CAG
Gln

6,042,336

—continued

Ser
540

GAA
Glu

GCA
Ala

GGG
Gly

TGG
Trp

ATG
Met
620

ATA
Tle

CAA
Gln

GAC
Asp

GGA
Gly

AAT
Asn
700

CCA

Pro

GGA
Gly

GCA
Ala

CGC

GGA
Gly
780

TAT

ACA
Thr

CAA
Gln

GGC
Gly

Gly Ile Val

CAG
Gln

AGA
Arg

ATT
Tle

AAT
Asn
605

ACC
Thr

TAC

GAA
Glu

ATA
Tle

GGC
Gly
685

AGA

GCC
Ala

GAG
Glu

ATT
Tle

TTG
Leu
765

CGC
Arg

TGG
Trp

GCC
Ala

AGA
Arg

TTG

Leu
845

CAT
His

GTC
val

TGG
Trp
5590

GCT
Ala

TGG
Trp

AGC
Ser

TTA
Leu

ACA
Thr
670

TT(G
Leu

GITT
val

CCG
Pro

CGA
Arg

G'ITC
val
750

AGA

Arg

AGG

ATT
Tle

ATA
Tle

GCT
Ala
830

GAA
Glu

CTG
Leu

CTG
Leu
575

GGT
Gly

AGT
Ser

ATG
Met

TTA
Leu

TTG

Leu
655

GAC
Asp
735

TGG

Trp

GAC

GGG
Gly

CAG
Gln

GCA
Ala
815

Gln

TTG
Leu
560

GCT
Ala

TGC

TGG
Trp

GAG
Glu

ATT
Tle
640

GAA
Glu

TGG
Trp

GGT
Gly

AAG

GGA
Gly
720

AGA
Arg

GTC
val

TTA
Leu

TGG
Trp

GAA
Glu
800

GTA
val

AGA
Arg

GCT
Ala

1680

1728

1776

1824

1872

1920

1968

2016

2064

2112

2160

2208

2256

2304

2352

2400

2448

2496

2544

78



TTG
Leu

(2)

Met

Gly

Leu

Thr

His

65

Gln

Asn

Gln

Asn

Gly

145

Thr

Leu

Ser

Glu

Lys

225

Ser

Leu

Ala

Ser

Tle

305

Gly

Asn

CTA TA

Leu
850

79

INFORMATION FOR SEQ ID NO:28:

(1) SEQUENCE CHARACTERISTICS:

(&)
(B)
(C)
(D)

LENGTH:
TYPE:
STRANDEDNESS: single
TOPOLOGY :

amino acid

linear

(x1) SEQUENCE DESCRIPTION:

Ile Val Lys Gly Ile Arg Lys

Thr

Trp

Thr

50

Asn

Glu

Asn

Ser

Cys

130

Ser

Asp

Pro

210

Thr

Leu

Asn

val

290

His

Asp

Thr

Met

Val

35

Leu

val

Tle

Met

Leu

115

Thr

Met

Tle

Val

Asn

195

Tle

Arg

Val

Leu

Phe

275

Glu

Ile

Tle

Leu

Leu

20

Thr

Phe

Trp

Gly

Val

100

Asp

Glu

val

180

Thr

Pro

Asp

Gln

Asn

260

Ser

Tle

Gly

5

Leu

val

Cys

Ala

Leu

85

Glu

Pro

Leu

Arg

Asp

165

Pro

Ser

Tle

Cys
245
Gly
Asp

Asn

Pro

Gln
325

Gln

Gly

Tyr

Ala

Thr

70

Glu

Gln

Gly

150

Ile

val

His

Lys

230

Thr

Ser

Asn

Gly
310

Ala

Tle

Met

Ser

55

His

Asn

Met

val

Asn

135

Glu

Met

Asp

Tle

Tyr

215

Phe

His

Leu

Ala

Thr

295

Arg

His

val

Leu

Gly

40

Asp

Ala

vVal

His

Lys

120

Ala

Tle

Asn
Thr

200

Asn

Gly

Ala

Lys

280

Arg

Ala

Thr

SEQ
Asn
Met
25

val

Ala

Thr
Glu
105

Leu

Thr

Asn

Asp

185

Gln

Ala

Gly

Tle

Glu

265

Thr

Pro

Phe

Asn

850 amino acids

6,042,336

—continued

ID NO:28:

Cys
10
Ile

Pro

val

Glu

90

Asp

Thr

Asn

Asn

Glu

170

Asn

Ala

Pro

Thr

Arg

250

Glu

Ile

Asn

Leu
330

Leu

Gln

Cys

Val

Ala

Pro

75

Asn

Ile

Pro

Thr

Cys
155

Ala

Gly

235

Pro

Glu

Ile

Asn

Ala

315

Ser

Arqg

His

Ser

Trp

Tyr

60

Thr

Phe

Ile

Leu

Thr

140

Ser

Ala

Ser

Pro

Gly

220

Pro

val

val

val

Asn

300

Thr

Ser

Glu

Leu

Ala

Lys

45

Asp

Asn

Ser

Cys

125

Ser

Phe

Leu

Lys
205

Phe

val

val

Gln

285

Thr

Gly

Thr

His

Trp

Ala

30

Glu

Thr

Pro

Met

Leu

110

vVal

Ser

Asn

Phe

Arg

190

val

Ala

Thr

Ser

Ile

270

Leu

Arg

Glu

Phe

Arg

15

Glu

Ala

Glu

Asn

Trp

95

Trp

Thr

Ser

Val

Tyr

175

Leu

Ser

Tle

Asn

Thr

255

Arg

Asn

Arqg

Tle

Trp

335

Asn

Trp

Thr

Val

Pro

80

Asp

Leu

Trp

Thr

160

Ile

Phe

Leu

Val

240

Gln

Ser

Glu

Ser

Tle

320

Asn

2552

30



Thr

His

Leu

385

Gly

Gln

Pro

Leu

Gly
165

Phe

Val

Gln

545

Gln

Val

Ser

Ser

Trp

625

Glu

Leu

Leu

Leu

Gly

705

Leu

Asp

Asp

Tle

Ser

370

Phe

Ser

Tle

Tle

Thr

450

Gly

val

Leu

Thr

530

Gln

Leu

Glu

Gly

Asn

610

Glu

Glu

Asp

Trp

Arg
690

Leu

vVal

355

Phe

Asn

Asn

Tle

Arg

435

Arg

Gly

val

val

Gly

515

Leu

Asnh

Thr

Lys

595

Arqg

Ser

Tyr
675
Tle

Ser

Ser

Arqg
755

340

Phe

Asn

Ser

Asp

Asn

420

Gly

Asp

Asp

Met

500

Phe

Thr

Asn

val

Tyr

580

Leu

Ser

Glu

Gln

Trp

660

Tle

val

Pro

Pro

Ser

740

Ser

Asn

Thr

Thr

405

Met

Gln

Gly

Met

Tle

485

Gln

Leu

val

Leu

Trp

565

Leu

Tle

Leu

Ile

Asn

645

Ala

Phe

Leu

Glu
725

Leu

31

His

Gly

Trp

390

Gly

Trp

Tle

Gly

Arg

470

Glu

Gly

Gln

Leu

550

Gly

Asp

Asp

630

Gln

Ser

Tle

Thr

Ser

710

Gly

Leu

Ser

Gly

375

Asn

Arg

Gln

Arqg

Asn

455

Asp

Pro

Glu

Ala

Ala

535

Arqg

Tle

Asp

Thr

Lys

615

Asn

Gln

Leu

Phe

vVal

695

Phe

Thr

Val

Leu

Ser
360

Glu

Asn

Glu

Cys

440

Asn

Asn

Leu

Ala
520

Arg

Ala

Gln
Thr
600

Tle

Glu

Trp

Tle

680

Leu

Gln

Glu

Asp

Phe
760

345

Gly

Phe

Thr

ITle

val

425

Ser

Ser

Trp

Gly

Arg

505

Gly

Leu

Tle

Gln

Gln

585

Ala

Trp

Thr

Asn
665

Met

Ser

Thr

Glu

Gly

745

Ser

Gly

Phe

Tyr

Thr

410

Gly

Ser

Glu

Arg

val

490

Ala

Ser

Leu

Glu

Leu

570

Leu

val

Asp

Ser

Asn

650

Trp

Tle

Tle

His

Glu

730

Phe

Tyr

Asp

Thr
395

Leu

Asn

Thr

Ser

475

Ala

val

Thr

Leu

Ala

555

Gln

Leu

Pro

Asn

Leu

635

Glu

Phe

val

Val

Leu

715

Gly

Leu

His

6,042,336

—continued

Pro

Cys

380

Trp

Gln

Ala

Tle

Glu

460

Glu

Pro

Gly

Met

Ser

540

Glu

Ala

Gly

Trp

Met

620

Ile

Gln

Asp

Gly

Asn

700

Pro

Gly

Ala

Glu
365

Asn

Asn

Met

Thr

445

Ile

Leu

Thr

Tle

Gly

525

Gly

Gln

Arg

Ile

Asn

605

Thr

Glu

Ile

Gly

685

Arg

Ala

Glu

Tle

Leu
765

350

ITle

Thr

Asn

Arg

Tyr

430

Gly

Phe

Gly

510

Ala

Ile

His

vVal

Trp

5590

Ala

Trp

Ser

Leu

Thr

670

Leu

vVal

Pro

val
750

val

Thr

Thr

Tle

415

Ala

Leu

Arqg

Ala

495

Ala

Ala

val

Leu

Leu

575

Gly

Ser

Met

Leu

Leu

655

val

Arg

Arg

Asp

735

Trp

Asp

Met

Pro

Glu

400

Pro

Leu

Pro

Tyr

480

val

Ser

Gln

Leu

560

Ala

Trp

Glu

Ile

640

Glu

Trp

Gly

Gly
720

val

Leu

32



Leu

Glu
785

Leu

Ala

Ala

Leu

(2)

ATG
Met

GGC
Gly

TTG
Leu

ACC
Thr

CAT
His
65

CAA
Gln

AAT
Asn

CAA
Gln

AAT
Asn

GAA
Glu
145

ACA
Thr

Leu
770

Ala

Glu

Tle

Leu
850

Tle

Leu

Asn

Gly

Leu
835

Ala

Ser

Thr
820

His

Ala

Ala
805

Asp

Tle

Arg
Trp
790

vVal

Pro

33

Tle
775
Trp
Ser

val

Thr

val

Asn

Leu

Tle

Arg
840

Glu

Leu

Leu

Glu
825

Tle

INFORMATION FOR SEQ ID NO:29:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 2573 base pairs
(B) TYPE:
(C) STRANDEDNESS:
(D) TOPOLOGY:

nuclelc acid

double
linear

Leu

Leu

Asn

810

Tle

(ii) MOLECULE TYPE: DNA (genomic)

(ix) FEATURE:
(A) NAME/KEY: CDS
(B) LOCATION:

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:29:

AGA
Arg

ACC
Thr

TGG
Trp

ACT
Thr
50

AAT

Asn

GAA
Glu

AAC
Asn

AGT
Ser

TGC
Cys
130

AAG

AGC
Ser

GTG AAG GGG ATC

Val

ATG
Met

GTC
val
35

CTA
Leu

GTT
vVal

GTA
val

ATG
Met

TTA

Leu
115

ACT
Thr

CTG
Leu

GTG
vVal

Lys

CTC

Leu
20

ACA
Thr

TTT
Phe

TGG
Trp

GTA
val

GTG
val
100

AAG

GAT
Asp

GAG
Glu

AGA
Arqg

Gly
5

CTT
Leu

GTC
val

TGET

GCC
Ala

TTG

Leu
85

GAA
Glu

CCA
Pro

GCG
Ala

GAT
Asp
165

Ile

GGG
Gly

TAT

GCA
Ala

ACA
Thr
70

GAA
Glu

CAG
Gln

TGT

GGG
Gly

GGA
Gly
150

AAG

1l..2573

AGG
Arg

ATA
Tle

TAT

TCA

Ser
55

CAT
His

AAT
Asn

ATG
Met

GTA
val

AAT
Asn
135

GAA
Glu

ATG
Met

AGG
Arg

TTG
Leu

GGG
Gly
410

GAT

Asp

GCC
Ala

GTG
val

CAT
His

Lys
120

ACT
Thr

ATA
Ile

CAG
Gln

AAT
Asn

ATG
Met
25

GTA
val

GCT
Ala

TGT

ACA
Thr

GAG
Glu
105

TTA

Leu

ACT
Thr

Leu

Gln

795

Ala

Val

Gln

6,042,336

—continued

Gly Arg Arqg Gly

780

Tyr

Thr

Gln

Gly

TAT CAG CAC

Tyr
10

ATC
Tle

CCT
Pro

GTA
val

GAA
Glu
90

GAT
Asp

ACC
Thr

AAT
Asn

AAC
Asn

GAA
Glu
170

Gln

TGT
Cys

GTG
val

GCA
Ala

CCC

Pro
75

AAT
Asn

ATA
Tle

CCA
Pro

ACC
Thr

TGC
Cys
155

ACT
Thr

His

AGT
Ser

TGG
Trp

TAT
Tyr
60

ACA
Thr

TTT
Phe

ATC
Tle

CTC
Leu

AAT
Asn
140

TCT
Ser

GCA
Ala

Trp

Ala

Leu
845

TTG
Leu

GCT
Ala

Lys
45

GAT

GAC
Asp

AAC
Asn

AGT
Ser

TGT
Cys
125

AGT
Ser

TTC
Phe

CTT
Leu

Tle

Ile

Ala

830

Glu

TGG
Trp

GCA
Ala
30

GAA
Glu

ACA
Thr

CCC
Pro

ATG
Met

TTA

Leu
110

GTT
val

AGT
Ser

AAT
Asn

TTT
Phe

Gln

Ala
815

AGA
Arg
15

GGG
Gly

ACA
Thr

GAG
Glu

AAC
Asn

TGG
Trp
95

TGG
Trp

ACT
Thr

AGC
Ser

ATC
Tle

AAT
Asn
175

Trp
Glu
800

Val

Ala

TGG
Trp

ACC
Thr

ATA
Tle

CCA

Pro
80

GAT
Asp

TTA
Leu

AGG
Arg

ACC
Thr
160

48

96

144

192

240

288

336

384

432

480

528
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CTT
Leu

AGT
Ser

GCC
Ala

CCG

Pro
225

TCA
Ser

AGG
Arqg

GGA
Gly

ATA
Tle

AAC

Asn
305

TAT

CTT
Leu

TTA
Leu

GGA
Gly

TTT
Phe
385

ACT
Thr

CTC
Leu

AAT
Asn

ATG
Met
465

AGA
Arqg

GAT
Asp

ACT
Thr

TGT
Cys
210

GCT
Ala

GGA
Gly

CCA
Pro

GAG
Glu

ATA
Tle
290

AAC
Asn

GCA
Ala

AGT
Ser

AGA

GGG
Gly
370

TTC
Phe

CCA
Pro

GCA
Ala

ATT
Tle
450

AAT
Asn

AGT
Ser

ATA
Tle

AAC
Asn
195

CCA

Pro

GGT
Gly

CCA
Pro

GTA
val

GTA
val
275

GTA
val

AAT
Asn

ACA
Thr

AGA

GAA
Glu
355

GAC

Asp

TAC

G TG
val

TGC

ATG
Met
435

ACA
Thr

GAG
Glu

GAA
Glu

GTA
val
180

TAT

TTT
Phe

TGC

GTA
val
260

GTA
val

CAG
Gln

ACA
Thr

GGA
Gly

ACA
Thr
340

CAA
Gln

CCA
Pro

TGT

TCA
Ser

AGA
Arg
420

TAT

GGG
Gly

ACC
Thr

TTA
Leu

CCA
Pro

AGG
Arg

GTA
val

GCG
Ala

Lys
245

TCA
Ser

ATT
Tle

CTG
Leu

AGA
Arg

GAC
Asp
325

GAC

Asp

TTT
Phe

GAA
Glu

AAT
Asn

AAT
Asn
405

ATA
Tle

GCC
Ala

TTG
Leu

TTC
Phe

TAC

35

ATA
Tle

TTG
Leu

TCA
Ser

CTT

Leu
230

AAT
Asn

ACT
Thr

AGA
Arg

ACA
Thr

Lys
310

ATA
Tle

TGG
Trp

GGG
Gly

ATT
Tle

ACA
Thr
390

GGC
Gly

AAG

CCT
Pro

CTA
Leu

AGA
Arg
470

GAT
Asp

ATA
Tle

TTT
Phe
215

CTA
Leu

GTC
val

CAA
Gln

TCT
Ser

GAA
Glu
295

AGT
Ser

ATA
Tle

AAT
Asn

AAT
Asn

GTA
val
375

ACA
Thr

ACT
Thr

CAA
Gln

CCC
Pro

TTA
Leu
455

CCT
Pro

TAT
Tyr

GAT
Asp

AGT
Ser
200

GAG
Glu

AAG

AGC
Ser

CTG
Leu

GAA
Glu
280

CCA
Pro

ATA
Tle

GGA
Gly

AAC
Asn

Lys
360

ATG
Met

CAA
Gln

AGC
Ser

ATT
ITle

ATC
ITle
440

ACA
Thr

GGA
Gly

GAT
Asp
185

TGT

CCA
Pro

TGT

ACA
Thr

CTG

Leu
265

AAT
Asn

GTA
val

CCT
Pro

AAT
Asn

ACT
Thr
345

ACA
Thr

CAC
His

TTG
Leu

ACT
Thr

GTA
vVal
425

AGA

Arqg

AGA
Arg

GGA
Gly

GTA
val

GAT
Asp

AAC
Asn

ATT
Tle

AAT
Asn

GTA
val
250

TTA
Leu

TTC
Phe

ATA
Tle

ATA
Tle
330

TTA
Leu

ATA
Tle

AGT
Ser

TTT
Phe

GAA
Glu
410

AAC
Asn

GGA
Gly

GAT
Asp

GGA
Gly

GTA
val

AGG
Arg

ACC
Thr

CCC
Pro

AAT

Asn
235

CAA
Gln

AAT
Asn

ACG
Thr

ATT
Tle

GGA
Gly
315

AGA
Arg

GGA
Gly

ATC
Tle

TTT
Phe

GAC
Asp
395

GAG
Glu

ATG
Met

CAA
Gln

GGA
Gly

GAT
Asp
475

Lys

6,042,336
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AAT
Asn

TCA
Ser

ATA
Tle
220

GGC
Gly

AAC
Asn

AAT

Asn
300

CCA
Pro

CAA
Gln

CAG
Gln

TTT
Phe

AAT

Asn
380

AGT
Ser

AAT
Asn

TGG
Trp

ATT
Ile

GGT
Gly
460

ATG
Met

ATT
Tle

AGT
Ser

GTC
val
205

CAT
His

ACG
Thr

ACA
Thr

AGT
Ser

AAT

Asn
285

TGT

GGG
Gly

GCA
Ala

ATA
Ile

AAT
Asn
365

TGT

ACT
Thr

AGC
Ser

CAG
Gln

AGA
Arg
445

AGT
Ser

AGG
Arg

GAA
Glu

ACT
Thr
190

ATT
Tle

T'TC
Phe

T'TC
Phe

CAT
His

CTA

Leu
270

GCT
Ala

ACA
Thr

AGA
Arg

CAT
His

GITT
val
350

CAC

His

AGA
Arg

TGG
Trp

ACA
Thr

GAA
Glu
430

TGT

AAC
Asn

GAC
Asp

CCA
Pro

AGG
Arg

ACA
Thr

TGT

AAT
Asn

GGA
Gly
255

GCA
Ala

GCA
Ala

TGT
Cvys
335

GAA
Glu

TCC
Ser

GGG
Gly

GAT
Asp

ATC
Tle
415

GTA
val

TCA
Ser

AAC
Asn

AAT
Asn

TTA
Leu

AAT
Asn

CAG
Gln

ACC
Thr

GGA
Gly
240

ATT
Ile

GAA
Glu

ACC
Thr

CCC
Pro

TTT
Phe
320

AAC
Asn

TCA
Ser

GAA
Glu

AAT
Asn
400

ACA
Thr

GGA
Gly

TCA
Ser

AGC
Ser

TGG
Trp
480

GGA
Gly

576

624

672

720

768

816

864

912

960

1008

1056

1104

1152

1200

1248

1296

1344

135952

1440

1488
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GTA
val

GCA
Ala

AGC
Ser

TTA

Leu
545

GAG
Glu

CTC
Leu

CTC
Leu

GTG
val

GAT
Asp
625

AGC

Ser

AAT
Asn

TGG
Trp

ATA
Tle

ATA
Ile
705

CGC

GAA
Glu

TTC
Phe

TAC

CTT
Leu
785

CTA

GCA
Ala

GTG
val

ACT
Thr
530

TTG
Leu

GCG
Ala

CAG
Gln

CTG
Leu

CCT
Pro
610

AAC
Asn

TTA
Leu

GAA
Glu

TTT
Phe

GTT
val
690

GTG
val

CTC
Leu

GGT
Gly

TTA
Leu

CAC
His
770

CTG
Leu

CAG

CCC
Pro

GGA
Gly
515

ATG
Met

TCT
Ser

CAA
Gln

GCA
Ala

GGG
Gly
595

TGG

Trp

ATG
Met

ATA
Tle

CAA
Gln

AGC
Ser
675

GGA
Gly

AAT
Asn

CCA
Pro

GGA
Gly

GCA
Ala
755

CGC

GGA
Gly

TAT

ACC
Thr
500

ATA
Ile

GGC
Gly

GGT
Gly

CAG
Gln

AGA
Arqg
580

ATT
Tle

AAT
Asn

ACC
Thr

TAC

GAC
Asp
660

ATA
Tle

GGC
Gly

AGA

GCC
Ala

GAG
Glu
740

CTT
Leu

TTG
Leu

CGC

TGG

485

AAG

GGA
Gly

GCA
Ala

ATA
Tle

CAT
His
565

GTC
val

TGG
Trp

GCT
Ala

TGG
Trp

ACC
Thr
645

TTA
Leu

ACA
Thr

TTG
Leu

GTT
val

CCG
Pro
125

CAA
Gln

ATC
Tle

ATT

GCA
Ala

GCT
Ala

GCG
Ala

GTG
val
550

CTG

Leu

CTG
Leu

GGT
Gly

AGT
Ser

ATG
Met
630

TTA

Leu

TTG
Leu

GTA
val

AGG
Arqg
710

AGG

GGC
Gly

TGG
Trp

GAC

GGG
Gly
790

CAG

37

AAG

GTG
val

TCA

Ser
535

CAA
Gln

TTG
Leu

GCT
Ala

TGC

TGG
Trp
615

GAG
Glu

ATT
Tle

GAA
Glu

TGG
Trp

GGT
Gly
695

CAG
Gln

AGA

AGA
Arg

GAC
Asp

TTA
Leu
775

TGG
Trp

GAA

AGA

TTC
Phe
520

ATA
Tle

CAG
Gln

CAA
Gln

GTG
val

TCT
Ser
600

AGT
Ser

TGG
Trp

GAA
Glu

TT(G
Leu

CTG
Leu
680

TTA

Leu

GGA
Gly

CCC
Pro

GAC
Asp

GAC
Asp
760

CTC
Leu

GAA
Glu

CTA

AGA
Arqg
505

CTT
Leu

ACG
Thr

CAG
Gln

CTC
Leu

GAA
Glu
585

GGA
Gly

AAT
Asn

GAA
Glu

GAA
Glu

GAT
Asp
665

TGG

Trp

AGA
Arg

TAC

GAC
Asp

AGA
Arg
745

CTA
Leu

TTG
Leu

GCC
Ala

AAG

490

GTG
val

GGG
Gly

CTG
Leu

AAC
Asn

ATA
Tle
570

AGA
Arg

AGA
Arg

TCG

Ser
650

CAA
Gln

TAT

ATA
Tle

TCA
Ser

AGG
Arg
730

TCC
Ser

CGG
Arg

ATT
Tle

CTC
Leu

AAT

GTG
vVal

TTC
Phe

ACG
Thr

AAT

Asn
555

GTC
val

TAC

CTC
Leu

TCT
Ser

GAA
Glu
635

CAG
Gln

TGG
Trp

ATA
Tle

GT'T
val

CCA
Pro
715

CCC
Pro

ATT
Tle

AGC
Ser

GCA
Ala

Lys
795

AGT

6,042,336
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CAG
Gln

TTA
Leu

GTA
val
540

TTG
Leu

TGG
Trp

CTA
Leu

ATT
Tle

CTA
Leu
620

ATT
Tle

AAC
Asn

GCA
Ala

TTT
Phe
700

TTA

Leu

GAA
Glu

CGC
Arg

CTG
Leu

ACG
Thr
780

TAT
Tyr

GCT

AGA

GGA
Gly
525

CAG
Gln

CTG
Leu

GGC
Gly

AGG
Arg

TGC
Cys
605

GAT

Asp

GAG
Glu

CAA
Gln

AGT
Ser

ATA
Tle
685

GCT
Ala

TCG
Ser

GGA
Gly

TTA
Leu

TGC
Cys
765

AGG

TGG
Trp

GTT

FAA
Glu
510

GCA
Ala

GCC
Ala

AGG

ATC
Tle

GAT
Asp
590

ACC
Thr

AAG

AAT
Asn

CAA
Gln

CTG
Leu
670

TTC
Phe

GTA
val

TTT
Phe

ATC
Tle

GTG
val
750

CTC
Leu

ATT
Tle

TGG
Trp

AGC

495

GCA
Ala

AGA
Arg

GCT
Ala

AAG
Lys
575

CAA
Gln

ACC
Thr

ATT
Ile

TAC

GAA
Glu
655

TGG

Trp

ATA
Tle

CTT
Leu

CAG
Gln

GAA
Glu
735

GAT
Asp

TTC
Phe

GTG
val

AAT
Asn

TTG

AGA

GGA
Gly

CTA
Leu

ATT
Tle
560

CAG
Gln

CAG
Gln

TCA
Ser

TGG
Trp

ACA
Thr
640

AAG

AAT
Asn

ATG
Met

TCT
Ser

ACC
Thr
720

GAA
Glu

GGA
Gly

AGC
Ser

GAA
Glu

CTC
Leu
800

CTT

1536

1584

1632

1680

1728

1776

1824

1872

1920

1968

2016

2064

2112

2160

2208

2256

2304

2352

2400

2448
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Leu

AAT
Asn

GTA
val

AGA

(2)

Met

Gly

Leu

Thr

His

65

Gln

Asn

Gln

Asn

Glu

145

Thr

Leu

Ser

Ala

Pro

225

Ser

Gly

Gln

GTC
val

TTA
Leu

CAG
Gln
850

ACA
Thr

CAA
Gln
835

GGC
Gly

Trp

GCC
Ala
820

AGA

Arg

TTG
Leu

Tle
805

ATA
Tle

GC'T
Ala

GAA
Glu

39

Gln

GCA
Ala

Glu

GTA
val

AGA
Arqg

GC'T
Ala
855

Leu

GCT
Ala

GCT
Ala
840

TTG
Leu

GAG
Glu
825

ATT
Tle

CTA
Leu

INFORMATION FOR SEQ ID NO:30:

(1) SEQUENCE CHARACTERISTICS:

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:30:

(&)
(B)
(C)
(D)

Arg Val Lys

Thr

Trp

Thr

50

Asn

Glu

Asn

Ser

Cys

130

Ser

Asp

Thr

Cys

210

Ala

Gly

Pro

Glu

Met

vVal

35

Leu

val

vVal

Met

Leu

115

Thr

Leu

vVal

Ile

Asnh

195

Pro

Gly

Pro

vVal

val
275

Leu

20

Thr

Phe

Trp

val

val
100

Asp

Glu

val
180

val
260

Val

LENGTH:
TYPE :
STRANDEDNESS
TOPOLOGY :

amino acid
single
linear

Asn
810

GGG
Gly

CTC
Leu

TA

857 amino acids

Ser

6,042,336
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Ala

ACA GAT

Thr

CAC ATA

His

Asp

Tle

Gly Ile Arg Arg Asn Tyr Gln His

5

Leu

val

Ala

Leu

85

Glu

Pro

Ala

Asp
165

Pro

val

Ala

Lys

245

Ser

Ile

Gly

Tyr

Ala

Thr

70

Glu

Gln

Gly

Gly

150

Ile

Leu

Ser

Leu

230

Asn

Thr

Tle

Tyr

Ser

55

His

Asn

Met

vVal

Asn

135

Glu

Met

Asp

Tle

Phe

215

Leu

vVal

Gln

Ser

Leu

Gly

40

Asp

Ala

val

His

Lys

120

Thr

Ile

Gln

Asp

Ser

200

Glu

Ser

Leu

Glu
280

Met
25

vVal

Ala

Thr

Glu
105

Leu

Thr

Asp

185

Cvys

Pro

Cys

Thr

Leu
265

Asn

10

Tle

Pro

val

Glu
90

Asp

Thr

Asn

Asn

Glu

170

Asp

Asn

Tle

Asn

val

250

Leu

Phe

Cys

Val

Ala

Pro

75

Asn

Tle

Pro

Thr

Cys

155

Thr

Thr

Pro

Asn

235

Gln

Asn

Thr

Ser

Trp

Tyr

60

Thr

Phe

Ile

Leu

Asn

140

Ser

Ala

Asn

Ser

Tle

220

Lys

Gly

Asn

vVal

Ser

AGG GTT

Arg

CCT ACA

Pro
845

Leu

Ala

Lys

45

Asp

Asp

Asn

Ser

Cys

125

Ser

Phe

Leu

Ser

val

205

His

Thr

Thr

Ser

Asn
285

vVal
830

Thr

Trp

Ala

30

Glu

Thr

Pro

Met

Leu

110

vVal

Ser

Asn

Phe

Thr

150

Tle

Phe

Phe

His

Leu

270

Ala

Leu
815

TTA
Leu

AGA
Arg

Arg

15

Gly

Thr

Glu

Asn

Trp

95

Trp

Thr

Ser

Ile

Asn
175

Asn

Gly
255

Ala

Leu

GAA
Glu

ATA
Tle

Trp

Thr

Ile

Pro

80

Asp

Leu

Arg

Thr

160

Asn

Gln

Thr

Gly

240

Tle

Glu

Thr

2496

2544

2573

90



Tle

Asn

305

Leu

Leu

Gly

Phe

385

Thr

Leu

Asn

Met

465

Arg

val

Ala

Ser

Leu

545

Glu

Leu

Leu

val

Asp

625

Ser

Asn

Trp

Tle

Tle
290
Asn

Ala

Ser

Gly
370

Phe

Pro

Ala

Ile

450

Asn

Ser

Ala

val

Thr

530

Leu

Ala

Gln

Leu

Pro

610

Asn

Leu

Glu

Phe

val
690

vVal

Asn

Thr

Glu
355

Asp

Met

435

Thr

Glu

Glu

Pro

Gly

515

Met

Ser

Gln

Ala

Gly

595

Trp

Met

Tle

Gln

Ser

675

Gly

Gln

Thr

Gly

Thr

340

Gln

Pro

Ser

Arqg

420

Gly

Thr

Leu

Thr

500

Tle

Gly

Gly

Gln

Arqg

580

Tle

Asn

Thr

Asp
660

Tle

Gly

Leu

Asp

325

Asp

Phe

Glu

Asn

Asn

405

Tle

Ala

Leu

Phe

Tyr

485

Lys

Gly

Ala

Tle

His

565

vVal

Trp

Ala

Trp

Thr

645

Leu

Thr

Leu

Thr

Lys

310

Ile

Trp

Gly

Tle

Thr

390

Gly

Pro

Leu

Arg

470

Lys

Ala

Ala

Ala

val

5350

Leu

Leu

Gly

Ser

Met

630

Leu

Leu

val

91

Glu
295
Ser
Ile
Asn
Asn
val
375
Thr
Thr
Gln
Pro
Leu

455

Pro

val
Ser
535
Gln

Leu

Ala

Trp
615
Glu
Tle
Glu

Trp

Gly
695

Pro

Tle

Gly

Asn

Lys

360

Met

Gln

Ser

Tle

Tle

440

Thr

Gly

Phe

520

Ile

Gln

Gln

Val

Ser

600

Ser

Trp

Glu

Leu

Leu

680

Leu

val

Pro

Asn

Thr

345

Thr

His

Leu

Thr

val
425

Gly

val

Arg

505

Leu

Thr

Gln

Leu

Glu

585

Gly

Asn

Glu

Glu

Asp

665

Trp

Tle

Ile

330

Leu

Tle

Ser

Phe

Glu

410

Asn

Gly

Asp

Gly

vVal

490

val

Gly

Leu

Asn

Tle
570

Arg
Ser
650

Gln

Tle

Tle

Gly

315

Arqg

Gly

Tle

Phe

Asp

395

Glu

Met

Gln

Gly

Asp

475

vVal

Phe

Thr

Asn

555

Val

Leu

Ser

Glu

635

Gln

Trp

Tle

Val

6,042,336
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Asn

300

Pro

Gln

Gln

Phe

Asn

380

Ser

Asn

Trp

Tle

Gly

460

Met

Ile

Gln

Leu

val

540

Leu

Trp

Leu

Tle

Leu

620

Tle

Asn

Ala

Phe
700

Cys

Gly

Ala

Tle

Asn

365

Thr

Ser

Gln

Arg

445

Ser

Arg

Glu

Gly
525
Gln

Leu

Gly

Cys

605

Glu

Gln

Ser

Tle

685

Ala

Thr

Arg

His

Val

350

His

Trp

Thr

Glu

430

Asn

Asp

Pro

Glu

510

Ala

Ala

Ile
Asp
590

Thr

Asn

Gln

Leu

670

Phe

Val

Arg

Ala

Cys

335

Glu

Ser

Gly

Asp

Ile

415

val

Ser

Asn

Asn

Leu
495

Ala
Lys
575
Gln

Thr

Tle

Glu
655

Trp

Tle

Leu

Pro
Phe

320

Asn

Ser

Glu

Asn

400

Thr

Gly

Ser

Ser

Trp

480

Gly

Gly

Leu

Tle

560

Gln

Gln

Ser

Trp

Thr

640

Asn

Met

Ser

92



Tle
705

Arqg

Glu

Phe

Leu
785

Leu

Asn

Val

(2)

ATG
Met

GGC
Gly

TTG
Leu

ACC
Thr

CAT
His

65
CAA
Gln

AAT
Asn

CAA
Gln

val

Leu

Gly

Leu

His

770

Leu

Gln

val

Leu

Gln
850

Asn

Pro

Gly

Ala
755

Thr

Gln
835

Gly

Ala
Glu
740

Leu

Leu

Trp

Ala
820

Arg

Leu

INFORMATION

val

Pro

725

Gln

Ile

Ile

805

Tle

Ala

Glu

93

Arg

710

Gly

Trp

Asp

Gly

790

Gln

Ala

Gln

Arqg

Arqg

Asp

Leu

775

Trp

Glu

vVal

Arg

Ala
855

Gly

Pro

Asp

Asp

760

Leu

Glu

Leu

Ala

Ala

840

Leu

Asp

Arg

745

Leu

Leu

Ala

Glu
825

ITle

Leu

FOR SEQ ID NO:31:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 2570 base pairs

nucleic acid
double
linear

(B) TYPE:
(C) STRANDEDNESS:
(D) TOPOLOGY :

Ser

Arqg

730

Ser

Arg

Tle

Leu

Asn

810

Gly

Leu

(ii) MOLECULE TYPE: DNA (genomic)

(ix) FEATURE:
(A) NAME/KEY: CDS
(B) LOCATION:

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:31:

AGA
Arg

ACC
Thr

TGG
Trp

ACT
Thr
50

AAT

Asn

GAA
Glu

AAC
Asn

AGT
Ser

GTG
val

ATG
Met

G'ITC
val
35

CTA
Leu

G'ITT
val

GTA
val

ATG
Met

CTA

Leu
115

AAG
Lys

CTC
Leu
20

ACA
Thr

TTT
Phe

TGG
Trp

GTA
val

GTG
val
100

AAG

AGG
Arg
5

CTT

Leu

GTC
val

TGT

GCC
Ala

TTG

Leu
85

GAA
Glu

CCA
Pro

ATC
Tle

GGG
Gly

TAT

GCA
Ala

ACA
Thr
70

GAA
Glu

CAG
Gln

TGT

1..2570

AGG
Arqg

ATG
Met

TAT

TCA
Ser
55

CAT

His

AAT
Asn

ATG
Met

GTA
val

AGG
Arg

TTG
Leu

GGG
Gly
40

GAT

Asp

GCC
Ala

GTG
val

CAT
His

Lys
120

AAT
Asn

ATG
Met
25

GTA
val

GCT
Ala

TGT
Cvys

ACA
Thr

GAG
Glu
105

TTA
Leu

TAT
Tyr
10

ATC
Tle

CCT
Pro

GTA
val

GAA
Glu
90

GAT

Asp

ACC
Thr

Pro
715

Pro

Tle

Ser

Ala

Lys
795

Ser

Thr

His

CAG
Gln

TGT

GTG
val

GCA
Ala

CCC
Pro
75

AAT

Asn

ATA
Tle

CCA
Pro

6,042,336

—continued

Leu
Glu
Arg
Leu

Thr
780

Ala
Asp

Tle

CAC
His

AGT
Ser

TGG
Trp

TAT
Tyr
60

ACA
Thr

TTT
Phe

ATC
Tle

CTC
Leu

Ser

Gly

Leu

Cys
765

Trp

Val

Arg

Pro
845

TTG
Leu

GCT
Ala

Lys
45

GAT
Asp

GAC
Asp

AAC
Asn

AGT
Ser

TGT
Cys
125

Phe

ITle

val
750

Leu

Tle

Trp

Ser

vVal

830

Thr

TGG
Trp

GCA
Ala
30

GAA
Glu

ACA
Thr

CCC
Pro

ATG
Met

TTA

Leu
110

G'IT'T
val

Gln

Glu
735

Asp

Phe

val

Asn

Leu
815

Leu

Arg

Lys
15

GGA
Gly

ACA
Thr

GAG
Glu

AAC
Asn

TGG
Trp
95

TGG

Trp

ACT
Thr

Thr
720

Glu

Gly

Ser

Glu

Leu

800

Leu

Glu

Tle

TGG
Trp

ACC
Thr

ATA
Tle

CCA
Pro
80

GAT
Asp

TTA
Leu

418

96

144

192

240

288

336

384

94



AAT
Asn

GAA
Glu
145

ACA
Thr

CTT
Leu

AGT
Ser

GCC
Ala

CCG
Pro
225

TCA
Ser

AGG
Arg

GAA
Glu

ATA
Tle

AAC

Asn
305

TAT

CTT
Leu

TTA
Leu

GGA
Gly

T'TT
Phe
385

AAT
Asn

CCA
Pro

GCA
Ala

TGC
Cys
130

AAG

AGC
Ser

GAT
Asp

ACT
Thr

TGT
Cys
210

GCT
Ala

GGA
Gly

CCA
Pro

GAG
Glu

ATA
Tle
290

AAC

Asn

GCA
Ala

AGT
Ser

AGA
Arg

GGG
Gly
370

TTC
Phe

AAC
Asn

TGC

ATG
Met

ACT
Thr

CTG
Leu

ATG
Met

ATA
Tle

AAC
Asn
195

CCA

Pro

GGT
Gly

CCA
Pro

GTA
vVal

GTA
val
275

GTA
val

AAT
Asn

ACA
Thr

AGA
Arqg

Lys
355

GAC
Asp

TAC

ACT
Thr

AGA

TAT
Tyr
435

GAT
Asp

GAG
Glu

AGA
Arqg

GTA
val
180

TAT

TTT
Phe

TGC

GTA
val
260

GTA
val

CAG
Gln

ACA
Thr

GGC
Gly

ACA
Thr
340

CAA
Gln

CCA
Pro

TGT

GAA
Glu

ATA
Tle
420

GCC
Ala

GCG
Ala

GAT
Asp
165

CCA
Pro

AGG
Arg

GTA
val

GCG
Ala

Lys
245

TCA
Ser

ATT
Tle

CTC
Leu

AGA

GAC
Asp
325

GAC
Asp

TTT
Phe

GAA
Glu

GAT
Asp

AGG
Arg
405

CCT
Pro

GGG
Gly

GGA
Gly
150

AAG

ATA
Tle

TTG
Leu

TCA
Ser

CTT
Leu
230

AAT

Asn

ACT
Thr

AGA
Arg

310

ATA
Tle

TGG
Trp

GGG
Gly

ATT
Tle

ACA
Thr
390

AAT
Asn

CAA
Gln

CCC
Pro

95

AAT
Asn
135

GAA
Glu

ATG
Met

GAT

ATA
Tle

TTT
Phe
215

CTA
Leu

G TC
val

CAA
Gln

TCT
Ser

GAA
Glu
295

AGT
Ser

ATA
Tle

AAT
Asn

AAT
Asn

GTA
val
375

ACA
Thr

AGC
Ser

ATT
Tle

ATC
ITle

ACT
Thr

ATA
Ile

CAG
Gln

GAT
Asp

AGT
Ser
200

GAG
Glu

AAG

AGC
Ser

CTG
Leu

GAA
Glu
280

CCA
Pro

ATA
Tle

GGA
Gly

AAC
Asn

Lys
360

ATG
Met

CAA
Gln

ACT
Thr

GTA
val

AGA
Arg
440

ACT
Thr

AGA
Arg

GAT
Asp
185

TGT

CCA
Pro

TGT

ACA
Thr

CTG
Leu
265

AAT
Asn

GTA
val

CCT
Pro

AAT
Asn

ACT
Thr
345

ACA
Thr

CAC
His

TTG
Leu

AAC
Asn
425

GGA
Gly

AAT
Asn

AAC
Asn

GAA
Glu
170

GAT
Asp

AAC
Asn

ATT
Tle

AAT
Asn

GTA
val
250

TTA
Leu

TTC
Phe

ATA
Tle

ATA
Tle
330

TTA
Leu

ATA
Tle

AGT
Ser

TTT
Phe

GAG
Glu
410

ATG
Met

CAA
Gln

ACC
Thr

TGC
Cys
155

ACT
Thr

AGG

ACC
Thr

CCC
Pro

AAT
Asn
235

CTA
Leu

AAT
Asn

ACG
Thr

ATT
Tle

GGA
Gly
315

AGA

AGA
Arqg

ATC
Tle

TTT
Phe

AAC

Asn
395

AAT
Asn

TGG
Trp

ATT
Tle

6,042,336

—continued

AAT
Asn
140

TCT
Ser

GCA
Ala

AAT
Asn

TCA
Ser

ATA
Tle
220

GAG
Glu

TGT

GGC
Gly

AAC
Asn

AAT

Asn
300

CCA
Pro

CAA
Gln

CAG
Gln

TTT
Phe

AAT

Asn
380

AGT

Ser

AGC
Ser

CAG
Gln

AGA
Arqg

AGT
Ser

TTC
Phe

CTT
Leu

AGT
Ser

GTC
val
205

CAT
His

ACG
Thr

ACA
Thr

AGT
Ser

AAT
Asn
285

TGT

GGG
Gly

GCA
Ala

ATA
ITle

AAT

Asn
365

TGT

ACT
Thr

ACA
Thr

GAA
Glu

TGT
Cys
445

AGT
Ser

AAT
Asn

TTT
Phe

ACT
Thr
190

ATT
Tle

TTC
Phe

TTC
Phe

CAT
His

CTA
Leu
270

GCT
Ala

ACA
Thr

AGA

CAT
His

GCT
Ala
350

CAC

His

AGA

TGG
Trp

ATC
Tle

GTA
val
430

TCA
Ser

AGC
Ser

ATC
Ile

AAT
Asn
175

AGG

ACA
Thr

TGT

AAT
Asn

GGA
Gly
255

GCA
Ala

AGA
Arg

GCA
Ala

TGT
Cys
335

GAA
Glu

TCC
Ser

GGG
Gly

AAT
Asn

ACA
Thr
415

GGA
Gly

TCA
Ser

GGG
Gly

ACC
Thr
160

AAT
Asn

CAG
Gln

ACC
Thr

GGA
Gly
240

ATT
Tle

GGA
Gly

ACC
Thr

CCC
Pro

TTT
Phe
320

AAC
Asn

TCA
Ser

GAA
Glu

GCA
Ala
400

CTC
Leu

Lys

AAT
Asn

432

480

528

576

624

672

720

768

816

864

912

960

1008

1056

1104

1152

1200

1248

1256

1344
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ATT
Tle

AAT
Asn
165

AGT
Ser

GCA
Ala

GTG
Val

ACT
Thr

TTG

Leu
545

GCG
Ala

CAG
Gln

CTG
Leu

CCT
Pro

AAC
Asn
625

TTA
Leu

TTT
Phe

GT'T
val

GTG
Val
705

CTC
Leu

GGT
Gly

TTA
Leu

ACA
Thr
450

GAG
Glu

GAA
Glu

CCC
Pro

GGA
Gly

ATG
Met
530

TCT
Ser

CAA
Gln

GCA
Ala

GGG
Gly

TGG
Trp
610

ATG
Met

ATA
Tle

CAA
Gln

AGC
Ser

GGA
Gly
690

AAT
Asn

CCA
Pro

GGA
Gly

GCA
Ala

GGG
Gly

ACC
Thr

TTA
Leu

ACC
Thr

ATA
ITle
515

GGC
Gly

GGT
Gly

CAG
Gln

AGA
Arg

ATT
Tle
595

AAT
Asn

ACC
Thr

TAC

GAC
Asp

ATA
Tle
675

GGC
Gly

AGA
Arqg

GCC
Ala

GAG
Glu

CTT
Leu

TTG
Leu

TTC
Phe

TAC

AAG
Lys
500

GGA
Gly

GCA
Ala

ATA
Tle

CAT
His

GTC
val
580

TGG
Trp

GCT
Ala

TGG
Trp

ACC
Thr

TTA
Leu
660

ACA
Thr

TTG
Leu

GTT
val

CCG
Pro

CAA
Gln
740

ATC
Tle

CTA
Leu

AGA
Arg

Lys
485

GCA
Ala

GCT
Ala

GCG
Ala

GTG
val

CTG

Leu
565

CTG
Leu

GGT
Gly

AGT
Ser

ATG
Met

TTA

Leu
645

TTG
Leu

GTA
val

AGG
Arg

AGG
Arg
725

GAC

Asp

TGG
Trp

97

TTA
Leu

CCT
Pro
470

TAT

ATG
Met

GTG
val

TCA
Ser

CAA
Gln
550

TTG

Leu

GCT
Ala

TGC

TGG
Trp

GAG
Glu
630

ATT
Tle

GAA
Glu

TGG
Trp

GGT
Gly

CAG
Gln
710

GGA
Gly

AGG

GAC
Asp

ACA
Thr
455

GGA
Gly

TTC
Phe

ATA
Tle
535

CAG
Gln

CAA
Gln

GTG
val

TCT
Ser

AGT
Ser
615

TGG
Trp

GAA
Glu

TTG
Leu

CTG
Leu

TTA
Leu
695

GGG
Gly

CCC
Pro

GAC
Asp

GAT
Asp

AGA
Arg

GGA
Gly

GTA
val

AGA

CTT

Leu
520

ACG
Thr

CAG
Gln

CTC
Leu

GAA
Glu

GGA
Gly
600

AAT
Asn

GAA
Glu

GAA
Glu

GAT
Asp

TGG
Trp
680

GAC
Asp

AGA

CTA
Leu

GAT
Asp

GGA
Gly

GTA
val

GTG
vVal
505

GGG
Gly

CTG
Leu

AAC
Asn

ACA
Thr

AGA
Arg
585

TCG
Ser

CAA
Gln
665

TAT

ATA
Tle

TCA
Ser

AGG
Arg

TCC

Ser
745

CGG

GGA
Gly

GAT
Asp

Lys
490

GTG
val

TTC
Phe

ACG
Thr

AAT
Asn

G'TC
val
570

TAC

CTC
Leu

TCT
Ser

GAA
Glu

CAG
Gln
650

TAG

ATA
Tle

GTT
val

CCA
Pro

CCC
Pro
730

ATT
Tle

AGC
Ser

GGT
Gly

ATG
Met
475

ATT
Tle

CAG
Gln

TTA
Leu

GTA
val

T'TG

Leu
555

TGG
Trp

CTA
Leu

ATT
Tle

CTA
Leu

ATT
Tle
635

AAC
Asn

GCA
Ala

TTT
Phe

TTA
Leu
715

CTG
Leu

6,042,336

—continued

AGT
Ser
460

AGG

Arg

GAA
Glu

AGA

GGA
Gly

CAG
Gln
540

CTG

Leu

GGC
Gly

AGG
Arg

TGC

GAT
Asp
620

GAG
Glu

CAA
Gln

AGT
Ser

ATA
Tle

GCT
Ala
700

TCA
Ser

GGA
Gly

TTA
Leu

TGC

AGC
Ser

GAC
Asp

CCA
Pro

GAA
Glu

GCA
Ala
525

GCC
Ala

AGG
Arg

ATC
Tle

GAT
Asp

ACC
Thr
605

AAG

AAT
Asn

CAA
Gln

TTG
Leu

TTC
Phe
685

GTA
val

TTT
Phe

ATC
Tle

GTG
val

CTC
Leu

AAC
Asn

AAT
Asn

TTA
Leu

Lys
510

GCA
Ala

AGA
Arg

GCT
Ala

AAG

CAA
Gln
590

ACC
Thr

ATT
Ile

TAC

GAA
Glu

TGG
Trp
670

ATA
Tle

CTT
Leu

CAG
Gln

GAA
Glu

GAT
Asp
750

TTC
Phe

AGC
Ser

TGG
Trp

GGA
Gly
495

AGA

GGA
Gly

CTA
Leu

ATT
Tle

CAG
Gln
575

CAG
Gln

TCT
Ser

TGG
Trp

ACA
Thr

AAG
Lys
655

AAT
Asn

ATG
Met

TCT
Ser

ACC
Thr

GAA
Glu
735

GGA
Gly

AGC
Ser

ATG
Met

AGA
Arg
480

GTA
val

GCA
Ala

AGC
Ser

TTA
Leu

GAG
Glu
560

CTC
Leu

CTC
Leu

G'TG
Val

GAT
Asp

AGC
Ser
640

AAT

Asn

TGG
Trp

ATA
Tle

ATA
Tle

CGC
Arg
720

GAA
Glu

TTC
Phe

TAC

135952

1440

1488

1536

1584

1632

1680

1728

1776

1824

1872

1920

1968

2016

2064

2112

2160

2208

2256

2304
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CAC
His

CTG

Leu
785

CAG
Gln

G'TC
val

TTG
Leu

CAA
Gln

(2)

Met

Gly

Leu

Thr

His

65

Gln

Asn

Gln

Asn

Glu

145

Thr

Leu

Ser

Ala

CGC
Arg
770

GGA
Gly

TAT

ACA
Thr

CAA
Gln

GGC
Gly
850

755

TTG
Leu

CGC
Arg

TGG
Trp

GCC
Ala

AGA
Arg
835

TTG
Leu

AGA

AGG
Arqg

ATT
Tle

ATA
Tle
820

GCT
Ala

GAA
Glu

GAC
Asp

GGG
Gly

CAG
Gln
805

GCA
Ala

TAT
Tyr

AGG
Arg

TTA
Leu

TGG
Trp
790

GAA
Glu

GTA
val

AGA

GCT
Ala

INFORMATION FOR SEQ

99

CTC

Leu
775

GAA
Glu

CTA
Leu

GCT
Ala

GCT
Ala

TTG
Leu
855

760
TTG

Leu

GCC
Ala

AAG

GAG
Glu

ATT
Tle
840

CTA
Leu

ATT
Ile

CTC
Leu

AAT
Asn

GGG
Gly
825

CTC
Leu

TA

ID NO:32:

(1) SEQUENCE CHARACTERISTICS:

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:32:

(&)
(B)
(C)
(D)

LENGTH:
TYPE:
STRANDEDNESS: single
TOPOLOGY :

amino acid

linear

GCA
Ala

AGT

Ser
810

ACA
Thr

CAC
His

665 amino acids

ACG
Thr

TAT
Tyr
795

GC'T
Ala

GAT
Asp

ATA
Tle

6,042,336

—continued

AGG
Arg
780

TGG

Trp

GTT
val

AGG
Arg

CCT
Pro

Arqg Val Lys Arg Ile Arg Arg Asn Tyr Gln His

Thr

Trp

Thr

50

Asn

Glu

Asn

Ser

Cys

130

Ser

Asp

Thr

Cys
210

Met

Val

35

Leu

val

Val

Met

Leu

115

Thr

Leu

Met

Ile

Asn

195

Pro

Leu

20

Thr

Phe

Trp

val

val
100

Asp

Glu

Arg

val
180

5

Leu

val

Cys

Ala

Leu

85

Glu

Pro

Ala

Asp
165

Pro

val

Gly

Tyr

Ala

Thr

70

Glu

Gln

Gly

Gly

150

Lys

Ile

Leu

Ser

Met

Ser

55

His

Asn

Met

val

Asn

135

Glu

Met

Asp

Tle

Phe
215

Leu

Gly

40

Asp

Ala

Val

His

Lys

120

Thr

Tle

Gln

Asp

Ser

200

Glu

Met
25
val

Ala

Thr
Glu
105

Leu

Thr

Arg

Asp
185

Pro

10

Tle

Pro

val

Glu
90

Asp

Thr

Asn

Asn

Glu

170

Asp

Asn

Tle

Cys

Val

Ala

Pro

75

Asn

Ile

Pro

Thr

Cys

155

Thr

Arqg

Thr

Pro

Ser

Trp

Tyr

60

Thr

Phe

Ile

Leu

Asn

140

Ser

Ala

Asn

Ser

Tle
220

765

ATT
Ile

TGG
Trp

AGC
Ser

GTT
val

ACA
Thr
845

Leu

Ala

Lys
45

Asn

Ser

Cys

125

Ser

Phe

Leu

Ser

val

205

His

GTG
val

AAT
Asn

TTG
Leu

CTA

Leu
830

AGA
Arg

Trp

Ala

30

Glu

Thr

Pro

Met

Leu

110

vVal

Ser

Asn

Phe

Thr

190

Tle

Phe

GAA
Glu

CTC
Leu

CTT

Leu
815

GAA
Glu

ATA
Tle

Lys

15

Gly

Thr

Glu

Asn

Trp

95

Trp

Thr

Ser

Tle

Asn

175

Arg

Thr

CT'T
Leu

CTA

Leu
800

AAT

Asn

GCA
Ala

AGA
Arg

Trp

Thr

Ile

Pro

80

Asp

Leu

Gly

Thr

160

Asn

Gln

Thr

2352

2400

2448

2496

2544

2570
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Pro

225

Ser

Arqg

Glu

Tle

Asn

305

Leu

Leu

Gly

Phe

385

Asn

Pro

Ala

Ile

Asn

465

Ser

Ala

Val

Thr

Leu

545

Ala

Gln

Leu

Pro

Asn

625

Leu

Ala

Gly

Pro

Glu

Tle

2590

Asn

Ala

Ser

Arg

Gly

370

Phe

Asn

Met

Thr

450

Glu

Glu

Pro

Gly

Met

530

Ser

Gln

Ala

Gly

Trp

610

Met

Tle

Gly

Pro

vVal

vVal

275

val

Asn

Thr

Arg

Lys

355

Asp

Thr

Arg

Tyr

435

Gly

Thr

Leu

Thr

Tle

515

Gly

Gly

Gln

Arqg

Tle

595

Asn

Thr

Phe

val
260
vVal
Gln
Thr
Gly
Thr
340

Gln

Pro

Glu
Tle
420
Ala

Leu

Phe

Lys

500

Gly

Ala

Tle

His

Val

580

Trp

Ala

Trp

Thr

Ala
Lys
245
Ser

Ile

Leu

Asp

325

Asp

Phe

Glu

Asp

Arg

405

Pro

Leu

Lys

485

Ala

Ala

Ala

val

Leu

565

Leu

Gly

Ser

Met

Leu

101

Leu
230

Asn

Thr

Arg

Lys

310

Tle

Trp

Gly

Tle

Thr

390

Asn

Gln

Pro

Leu

Pro

470

Met

vVal

Ser

Gln

550

Leu

Ala

Trp

Glu
630

Tle

Leu

val

Gln

Ser

Glu

295

Ser

Ile

Asn

Asn

val

375

Thr

Ser

Tle

Tle

Thr

455

Gly

Arqg

Phe

Ile

535

Gln

Gln

vVal

Ser

Ser

615

Trp

Glu

Ser

Leu

Glu

280

Pro

Tle

Gly

Asn

Lys

360

Met

Gln

Thr

val

Arg

440

Gly

val

Arg

Leu

520

Thr

Gln

Leu

Glu

Gly

600

Asn

Glu

Glu

Cys

Thr

Leu

265

Asn

vVal

Pro

Asn

Thr

345

Thr

His

Leu

Asn

425

Gly

Asp

Gly

val

val

505

Gly

Leu

Asn

Thr

Arqg
585

Ser

Asn
val
250

Leu

Phe

Tle

Ile

330

Leu

ITle

Ser

Phe

Glu

410

Met

Gln

Gly

Asp

Lys

490

val

Phe

Thr

Asn

val

570

Tyr

Leu

Ser

Glu

Gln

Asn

235

Leu

Asn

Thr

Tle

Gly

315

Arg

Tle

Phe

Asn

395

Asn

Trp

Tle

Gly

Met

475

Ile

Gln

Leu

Val

Leu

555

Trp

Leu

Tle

Leu

Tle

635

Asn
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Glu

Cys

Gly

Asn

Asn

300

Pro

Gln

Gln

Phe

Asn

380

Ser

Ser

Gln

Arg

Ser

460

Glu

Arg

Gly

Gln

540

Leu

Gly

Arqg

Asp
620

Glu

Gln

Thr

Thr

Ser

Asn

285

Gly

Ala

Tle

Asn

365

Thr

Thr

Glu

Cys

445

Ser

Pro

Glu

Ala

525

Ala

Arg

Tle

Asp

Thr

605

Asn

Gln

Phe

His

Leu

270

Ala

Thr

Arg

His

Ala

350

His

Trp

ITle

vVal

430

Ser

Asn

Asn

Leu

Lys

510

Ala

Arg

Ala

Gln
590
Thr

ITle

Glu

Asn
Gly
255

Ala

Ala

Cys

335

Glu

Ser

Gly

Asn

Thr

415

Gly

Ser

Ser

Trp

Gly

495

Arg

Gly

Leu

Tle

Gln

575

Gln

Ser

Trp

Thr

Gly

240

Ile

Gly

Thr

Pro

Phe

320

Asn

Ser

Glu

Ala

400

Leu

Asn

Met

Arg

480

val

Ala

Ser

Leu

Glu

560

Leu

Leu

val

Asp

Ser

640

Asn

102
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—continued

645 650

Lys Gln Asp Leu Leu Glu Leu Asp Gln
660 665

(2) INFORMATION FOR SEQ ID NO:33:

(1) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 190 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(x1) SEQUENCE DESCRIPTION: SEQ ID NO:33:

Ser Leu Trp Asn Trp Phe Ser Ile Thr Lys Leu

1 5 10

Trp

Phe

Leu

Lys
65

Leu

Thr

Ala
145

Tle

Tle
Ala
Ser
50

Gly

Leu

Trp
130
Val

Arg

Pro

Phe

Val

35

Phe

ITle

Val

Leu

Ile

115

Trp

Ser

Val

Thr

Tle
20

Leu

Gln

Glu

Asp

Phe

100

val

Asn

Leu

Leu

Arqg
180

Met

Ser

Thr

Glu

Gly

85

Ser

Glu

Leu

Leu

Glu

165

Tle

Tle

Ile

Glu
70

Phe

Leu

Leu

Asn

150

Ala

val

vVal

Leu

55

Gly

Leu

His

Leu

Gln

135

val

Leu

Gln

Gly

Asn

40

Pro

Gly

Ala

Arg

Gly

120

Thr

Gln

Gly

Gly

25

Arg

Ala

Glu

Leu

Leu

105

Arg

Trp

Ala

Arg

Leu
185

Leu

vVal

Pro

Gln

Ile

90

Arg

Arg

Tle

Tle

Ala

170

Glu

Val

Arqg

Arqg

Asp

75

Trp

Asp

Gly

Gln

Ala

155

Tyr

Arqg

Gly

Gln

Gly

60

Asp

Leu

Trp

Glu

140

val

Ala

Leu
Gly
45

Pro

Asp

Leu

Glu

125

Leu

Ala

Ala

Leu

What 1s claimed 1s:

1. A polypeptide comprising a truncated gp120 sequence
comprising the V2, V3, and C4 domains of gpl120, which
polypeptide lacks the gp120 C5 domain.

2. The polypeptide of claim 1 wherein the polypeptide
lacks the gp120 region extending from the carboxy terminus
through amino acid residue 453 of the gp120 V5 domain, as
numbered from the N-terminal methionine of gpl120 from
the MN strain of HIV.

3. The polypeptide of claim 2 wherein the polypeptide
lacks the gp120 V5 and C5 domains.

4. The polypeptide of claim 1 wherein the polypeptide
additionally lacks the gp120 signal sequence.

5. The polypeptide of claim 4 wherein the polypeptide
lacks the gp120 region extending from the amino terminus
through amino acid residue 111 of the gp120 C1 domain, as
numbered from the N-terminal methionine of gpl120 from

the MN strain of HIV.

6. The polypeptide of claim 4 wherein the polypeptide
lacks the gp120 region extending from the amino terminus
through amino acid residue 117 of the gp120 C1 domain, as
numbered from the N-terminal methionine of gpl120 from

the MN strain of HIV.

Trp

Arg

30

Tyr

Asp

Arg

Leu

Leu

110

Ala

Glu

Ile

Leu
190

50

55

60

65

655

Tyr Ile
15

Tle

Ser

Arqg

Ser

Arqg

95

Tle

Leu

Asn

Gly

Leu
175

Val

Pro

Pro

Tle
80

Ser

Ala

Ser

Thr
160

His

7. The polypeptide of claim 1 wherein the polypeptide
lacks the gp120 regions extending from the amino terminus
of gp120 through residue 111 of the C1 domain and from
residue 453 through the carboxy terminus of gpl20, as
numbered from the N-terminal methionine of gp120 from
the MN strain of HIV.

8. The truncated gp120 sequence of claim 1 wherein the
sequence 1s produced by recombinant engineering.

9. A polypeptide comprising a truncated gpl120 sequence
comprising the V2, V3, and C4 domains of gpl120, which
sequence 1s from a gpl20 polypeptide selected from the
oroup consisting of MN . -gpl120, GNE;-gp120, and
GNE, .-gp120, wherein said polypeptide lacks the gpl120
signal sequence.

10. The polypeptide of claim 9, wheremn the truncated
opl120 sequence 1s joined to a heterologous signal sequence.

11. The polypeptide of claim 10, wherein the heterologous
signal sequence 1s joined to amino acid residue 41 of said
truncated gp120 sequence, as numbered from the N-terminal
methionine of gpl120 from the MN strain of HIV.
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12. The polypeptide of claim 10, wheremn the heterolo- residue 41 of said truncated gpl120 via a sequence derived
gous signal sequence 1s derived from the herpes simplex from the herpes sitmplex glycoprotein gD-1 signal sequence.
glycoprotein gD1. 15. The polypeptide of claim 9, wherein the truncated

13. The polypeptide of claim 12, wherein the heterolo- gp120 sequence is joined to a heterologous sequence derived

gous signal sequence 1s joined to amino acid residue 41 of 5 from the herpes simplex glycoprotein gD-1.
said truncated gpl20, as numbered from the N-terminal

methionine of gpl120 from the MN strain of HIV.
14. The polypeptide of claim 13, wherein the heterolo-
ogous signal sequence comprises 1s joined to amino acid I T T
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